Schnizer, Richard 



From: 

Sent: 

To: 

Subject: 



Schnizer, Richard 

Tuesday, December 14, 2004 8:50 AM 

STIC-Biotech/ChemLib 

09/245,198 



Please search for the following: 

Polypeptides comprising amino acids 36-284 of SEQ ID NO:4, and nucleic acids that could encode those polypeptides. 
Please also perform oligo searches on both. 

Nucleic acids comprising nucleotides 106-852 of SEQ ID NO:3. Please also perform an oligo search on nucleotides 106- 
852 of SEQ IDNO:3. 

Please perform full length and oligo searches on SEQ ID NOS:1 and 2. Please also search for nucleic acids that could 
encode SEQ ID NO:2, and perform an oligo search as well. 

Please provide the results on disk. 



Thank you- 



Richard Schnizer, Ph.D. 
Patent Examiner 
Art Unit 1635 
Remsen 2D30 
571-272-0762 
Mail Box 2C18 



l 



GenCore version 5.1.6 

Copyright (c) 1993 - 2004 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title : 

Perfect score: 
Sequence : 



December 21, 2004, 11:20:48 / Search time 651 Seconds 

(without alignments) 
9418.316 Million cell updates/sec 

US-09-245-198A-1 
1168 

1 ggtgctgagcctgggcctgg ataaatcatgatttctcttc 1168 



Scoring table: OLIGO_NUC 

Gapop 60.0 , Gapext 60.0 

Searched: 4134886 seqs, 2624710521 residues 

Word size : 0 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing : Listing first 45 summaries 



8269772 



Database 



N_Geneseq_23Sep04 : 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 



geneseqnl980s : * 
geneseqnl990s : * 
geneseqn2000s : * 
geneseqn2001as : * 
geneseqn2001bs : * 
geneseqn2002as : * 
geneseqn2002bs : * 
geneseqn2003as : * 
geneseqn2003bs : * 
geneseqn2003cs : * 
geneseqn2 003ds : * 
geneseqn2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



) . 


Score 


Match 


Length DB 


ID 


Description 


1 


1168 


100.0 


1168 


2 
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2 


1168 
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1239 
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87 
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412 


10 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2 004 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title : 

Perfect score : 
Sequence : 



December 21, 2004, 13:10:58 ; Search time 4238 Seconds 

(without alignments) 
10042.852 Million cell updates/sec 

US-09-245-198A-1 
1168 

1 ggtgctgagcctgggcctgg ataaatcatgatttctcttc 1168 



Scoring table: OLIGO_NUC 

Gapop 60.0 , Gapext 60.0 

Searched: 32822875 seqs, 18219865908 residues 

Word size : 0 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



65645750 



Post-processing: Listing first 45 summaries 



Database : EST:* 



1 


gb_ 


_estl : 


* 


2 




_est2 : 


* 


3 


g*>_ 


"htC : * 




4 


gb_ 


_est3 : 


★ 


5 


gb_ 


_est4 : 


* 


6 


gb_ 


_est5 : 


★ 


7 


gb_ 


_est6 : 




8 


9*. 


gssl : 




9 


gb_ 


_gss2 : 


★ 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

%■ 

Result Query 

No. Score Match Length DB ID Description 
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6 
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GenCore version 5.1.6 

Copyright (c) 1993 - 2 004 



Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score : 
Sequence : 

Scoring table: 



Searched: 
Word size : 



December 21, 2004, 12:19:28 / Search time 5273 Seconds 

(without alignments) 
10474.942 Million cell updates/sec 

US-09-245-198A-1 
1168 

1 ggtgctgagcctgggcctgg ataaatcatgatttctcttc 1168 

OLIGO_NUC 

Gapop 60.0 , Gapext 60.0 
4526729 seqs, 23644849745 residues 
0 



9053458 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Database : GenEmbl :, * 

1 : gb_ba : * 

2 : gb_htg : * 

3 : gb_in : * 

4 : gb_om : * 

5 : gb_OV : * 

6 : gb_pat : * 

7 : gb_ph : * 

8 : gb_pl : * 

9 : gb_jpr : * 
10: gb_ro:* 
11: gb_sts:* 
12: gb_sy:* 
13: gb_un:* 
14 : gb_vi : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 



1 1168 100.0 1168 

2 1168 100.0 1239 
c 3 384 32.9 203083 
c 4 384 32.9 234182 



6 BD062757 

10 AF030100 

2 AC069459 

10 AL603707 
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AL603707 Mouse DNA 
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Q 

. J? 


T O C "3 
IjJJ 


D 


AY 9 017 94 

/"LA. Z U X J Z ft 


AV901 "594 C <=» m i ^ n r* ^ 
/A_A.Z U 1 J <j t 




i ft 

X o 


4 fi 
ft D 


o 

J < 


Q 

. J7 




q 

-7 


AV7 R ft ft 7 0 

nl j jOO / U 


AY7Rftft70 TTomo cani 




1 Q 
X y 


4 fi 
ft D 


-a 

J 1 


q 

. -7 


IjDO 


q 

-7 


AT?0 R R ft 79 


AT?n.RRR79 ITnmri cjani 




9 o 

Z \J 


4 fi 
ft D 


J < 


q 

. -7 


ij / j 


c 

O 


Tan a fi9 7 R ft 

/ JO 


R*n0fi97Rfi A tnmoT" n 




9 1 

Z X 


4 fi 

ft D 


J < 


q 

. -7 


14 91 

XI Z X 


c 

0 


Tano QO 9R9 

DU u -7 \J 17 3 Z 


RD0909R9 Ann - 1 1 in 




9 9 
z z 


4 

ft D 


o 


q 

. -7 


X D X J 


q 


RPO 7 1 ft 7 7 


RP071 ft 7 Unmn aani 




23 


4 6 


3 . 


9 


1642 


9 


RP01 9047 


RP019047 Homo Qani 




24 


3 9 


3 . 


. 3 


180222 

-L U W u u u 


2 


AC130192 


AC130192 Sus scrof 




9 R 
z j 


7 R 


o 

-> > 




1 4 Q7^fi 

X*± -7 / O D 


9 
z 


API 9 fi9 7 9 

i-l^. X Z D Z O j7 


AP19fi919 Rol i e rat 

XZOZOZ7 1? C X X O L^ClL. 




9 fi 

Z D 




9 

z . 


o 

> o 


o u z o o 


q 

-7 


AP01 f,9Kl fi. 


AP01 fi Q 7 fi Homo qan-i 
r\\-. \J loo / o rikjuiu sapi 




9 7 
Z / 




9 

z . 


o 

. o 


Xffc O _> O D 


9 
Z 


API 9 fi q9 1 

X Z O J7 Z X 


API 9fi991 Roq tan-rn 

XZO^ZX DUb LaUl U 




9 ft 
Z O 


3 J 


9 

z < 


o 
> o 


1 7 fi9 R ft 

X / D Z 3 O 


9 
z 


API 9 fi 99 R 

rrv. X Z D -7 Z 3 


API 9fi99R Pan i s f am 
xTtV_ x z o y z 3 v^. ctii x o Lain 




9 Q 
Z 7 




9 

z . 


Q 


9 1 ft 4 ft R 
Z X 0 ft O D 


9 

z 


API 9 74 7 O 
jriV- X Z / ft / U 


AP197470 Dan fronl 




■a. o 


9 Q 

Z -7 


9 

Z i 


c 

> 3 


91^ 
Z X J 


fi 

0 


PP7 1 09 R 0 
/ X \J Z 3 \J 


PPi71 09RO Q c» m i <=i n 

\_ V ' xuz JV OC^UCIltC 




\ i 

J X 


9 9 

Z -7 


z < 


c 

> 3 


1 ftl fi 

X O X 0 


q 

-7 


AY0 ft 1 0 R 1 

rVI U O X \J _) X 


AVOftl 0R1 Homo c*an"i 




~k 9 
J z 


9 R 

Z 3 


9 

z . 


n 

. X 


1 fi4 9 7 9 

X D ft Z / Z 


1 0 
x u 


API 1 R 7 1 4 

X X 3 / X ft 


API 1 R714 Mn c miiopn 






9 R 

Z J 


9 

z < 


> X 


91 9 Oq^ 

Z X Z U -7 J 


9 
z 


API 9 fi9 7 7 

r\\* X Z O Z O / 


API 9 fi9 *^ 7 Pan l cj fam 
i-i^xzozj / ^cliixo lain 




j ft 


9 4 
Z ft 


9 
z < 


n 

> X 


7 R 1 
/ J X 


1 1 

X X 


Ta\71 fifi ft 9 7 
DV1DOOZ / 


RV1fifift97 TTJRQR1 9 9 
DVXODOZ/ ±iMx?orxz z 


C 


^ R 
J 3 


9 4 
z ft 


9 

Z i 


i 

> X 


1 fi^ R49 

X D J -J ft Z 


9 
z 


API 9 9 071 

X Z -7 U / X 


API 99071 Pan troal 


c 


^ fi 


9 4 
z ft 


9 

z . 


T 

• X 


9 R qft 7 R 

Z 3 i7 O / 3 


9 
z 


API 1 R40fi 

X X 3 ft VJ O 


AP11R40fi Rattiici no 




1 7 


9 "X 
Z 3 


9 
Z . 


A 

. \J 


9 O 1 
Z U X 


1 1 

X X 


P\79 09 ft ft ft 

0 V Z uz 0 0 0 


Ta\/909ftfift crrnm9 1 09 R 

DVZuZOOO O^lllllZXUZO 




1 Q 
J O 


9 *3 
Z j 


9 

Z . 


A 
. U 


1 *5 7 R7 "5 


1 0 
x U 


AT. fifi q ft ft A 
HJjDD y O Oft 


AT.fifi9ftft4 Mniicp TYNTA 
■Mi-i O O y O O ft rlUUbC JJIMM. 




3 9 


2 3 


Z . 


. 0 


"1 Z? T Q C Q 

167959 


<-> 

z 


CR J 0 J 0 0 z 


LKoooooz 1YIUS TTIUSCU 




40 


23 


2 . 


.0 


190991 


10 


AL773505 


AL773505 Mouse DNA 


c 


41 


23 


2 . 


.0 


202655 


10 


AC026682 


AC026682 Mus muscu 




42 


23 


2 . 


.0 


218798 


2 


AC121007 


AC121007 Rattus no 


c 


43 


23 


2 , 


.0 


235953 


2 


AC126654 


AC126654 Rattus no 




44 


23 


2 . 


.0 


257097 


2 


AC096199 


AC096199 Rattus no 


c 


45 


23 


2 . 


.0 


261157 


2 


AC103330 


AC103330 Rattus no 



SUMMARIES 



Result Query 





No . 


Score 


Match Length DB 


ID 


Description 




1 


1168 


100. 


.0 


1168 


6 


BD062757 


BD062757 A tumor n 




2 


1168 


100, 


.0 


1239 


10 


AF03 0100 


AF03 0100 Mus muscu 




3 


973 


83 , 


.3 


1576 


10 


BC079107 


BC07 9107 Rattus no 


c 


4 


711 


60, 


.9 


203083 


2 


AC069459 


AC069459 Mus muscu 


c 


5 


711 


60. 


. 9 


234182 


10 


AL603707 


AL603707 Mouse DNA 






647 


55, 


.4 


750 


10 


AY6075 88 


AY607588 Rattus no 




7 


628 . 6 


53 , 


. 8 


1353 


6 


AX201324 


AX201324 Sequence 




3 


628 . 6 


53 . 


. 8 


1353 


9 


AY3 5887 0 


AY3 58870 Homo s ap i 




9 


628 . 6 


53 . 


. 8 


1368 


9 


AF055872 


AF055872 Homo sapi 




10 


628 . 6 


53 . 


. 8 


1421 


6 


BD090952 


BD090952 Apo-3. lig 




11 


624 


53 . 


.4 


1306 


9 


AF03 0099 


AF03 0099 Homo sapi 




12 


614 . 6 


52 , 


. 6 


1373 


6 


BD062758 


BD062 758 A tumor n 




13 


597.8 


51, 


.2 


1236" 


6 


AR140407 


AR140407 Sequence 




14 


597.8 


51. 


.2 


1236 


6 


BD057124 


BD057124 Member of 




15 


566 . 6 


48. 


. 5 


130254 


2 


AC136195 


AC13 6195 Rattus no 


c 


16 


566 . 6 


48. 


. 5 


165316 


2 


AC119115 

» -X, -X* «^ -X. -X. ^ 


AC119115 Rattus no 




17 


566 . 6 


48. 


.5 


223877 


2 


AC098923 


AC0 98923 Rattus no 


Q 


18 


566 . 6 


48. 


. 5 


225077 


2 


AC136563 


AC13 6563 Rattus no 




19 


498.8 


42. 


. 7 


898 


6 


AX180714 


AX1 8 0 714 Seauence 


Q 


20 


428 


36, 


.6 


234801 


2 


AC1183 0 9 


AC1183 09 Rattus no 




21 


409.4 


35. 


. 1 


1642 


9 


BC019047 


BCO 1 9 04 7 Homo saoi 




22 


405 


34 , 


. 7 


1615 


9 


BC071837 


BC07183 7 Homo sar)i 




23 


32 8.4 


28. 


. 1 


1816 


9 


AY081051 


AY081051 Homo sapi 




24 


304 


26, 


. 0^ 


218485 


2 


AC127470 


AC127470 Pan troal 


Q 


25 


303.8 


26. 


. 0 


60268 


9 


AC0168 7 6 


AP01fifl7fi Hnmo qani 

V/ ^ V W / W X X^/ L 1 O d k^r J- 




26 


278.2 


23 . 


. 8 


148555 


2 


AC126921 


AC126921 Bos tauru 




27 


261 


22 . 


.3 


149736 


2 


AC126239 


AC126239 Felis cat 




2 8 


249 . 4 


21. 


.4 


751 


11 


BV1668 2 7 


BV166827 TNFSF12 1 




2 9 


237 . 4 


20. 


.3 


180222 


2 


AC130192 


AC13 0192 Sus scrof 




3 0 


212 


18. 


.2 


176258 


2 


AC12 6 92 5 


AC126925 Canis fam 




31 


111.6 


9. 


.6 


212093 


2 


AC126237 


AC 12 62 3 7 Cani s fam 




32 


101 . 2 


8. 


. 7 


213 


6 


CO710250 


CO 7 102^0 Spcruenrp 




33 


90 


7. 


.7 


201 


11 


BV202888 

X»J V u w u 


BV2 02 8 88 sanm2102 5 




34 


88 . 4 


7. 


. 6 


7218 


6 


166494 


1664 94 Seauence 14 




35 


69 . 8 


6. 


.0 


195 


6 


AX379024 


AX379024 Seauence 




36 


65 


5. 


. 6 


65 


6 


CQ559088 


CQ559088 Sequence 




37 


56.2 


4 . 


. 8 


125020 


9 


AF429315 


AF429315 Homo sapi 


c 


38 


55 . 8 


4 . 


. 8 


228056 


2 


AC144061 


AC144061 Macaca mu 


c 


39 


55.8 


4 . 


. 8 


303091 


2 


AC084799 


AC084799 Mus muscu 




40 


55.2 


4 . 


. 7 


115145 


10 


AL807240 


AL807240 Mouse DNA 


c 


41 


55 


4 , 


. 7 


185822 


2 


AC073554 


AC073 554 Homo sapi 




42 


54 .8 


4 . 


. 7 


100511 


2 


AC010774 


AC010774 Homo sapi 




43 


54 .4 


4 . 


. 7 


87120 


2 


AC012225 


AC012225 Homo sapi 




44 


54 .2 


4 , 


. 6 


191415 


10 


AC096625 


AC096625 Mus muscu 


c 


45 


54 .2 


4 , 


. 6 


298166 


2 


AC087563 


AC087563 Homo sapi 



SUMMARIES 

% 

Result Query 





No 




Match 


Length DB 


ID 






X 


1 1 

X X O O 


100 


. 0 


1168 


2 


A AVI PRQQ 

jH-rt V X O _) -7 -7 


Aa-rrl OCQQ Mil Q mil 11 




2 


1168 


100 


. 0 


1239 


10 


ADP9771 ^ 


Adr97717 Murine FL 




3 


699 . 4 


59 


.9 


701 


2 


AAX9 ^49 R 


Aav97A9R Mmic;^ TNP 




4 


628.6 


53 


. 8 


1353 


3 


AAA4 971 7 


AasA971 7 HiimaTi PPO 




5 


628.6 


53 


.8 


1353 


6 


ARK4 09 S S 


AHlc A 0 9 R R pDMA pnrn 






628.6 


53 


. 8 


1353 


10 


AF)L*R79ft4 


AH*i^79ft4 "Human fnm 




7 


628.6 


53 


. 8 


1353 


12 


ADftfift9 0 ft 


AHafiR90R Human PRO 




3 


62 8 . 6 


53 


. 8 


1421 


2 


AAX RfiOOO 


nClA^Q v V/U li. Li L 1 ICLl 1 L, LiLII 




9 


624 


53 


.4 


1306 


8 


ACC57901 


ArrSTQfll "Rii ma n TWP 




10 


624 


53 


.4 


1306 


10 




AHn^ R9 OR Human rDN 

nLlLf j J ^ L> J n Lil I ICi 11 \^UVt 




11 


624 


53 


.4 


1306 


10 


AADfi'} 91 4 


AaHfi^914 Human TWP 

riCtUO J 71^t 11 Lil LIC4.ll 1. r 1 i_j 




12 


624 


53 


.4 


1306 


10 


Arf 1 ^ 1 ^ ft 7 


Z\rr ,c \7RR7 Pol vnnr 1 ^ 

^T.L„- L- J / Zj O 1 rUJ. V 11ULXC 




X J 


CI Q 9 


52 


. 9 


1364 


6 


ARTC"} A ft R 1 

ADAj *± O O X 


AVilc^Aftftl Human nDTJ 

nJJJ\Jl00 1 ilLilllCtll OLVXN 




14 


614 . 6 


52 


. 6 


1373 


2 


A AVI RfiOO 

t\t\ V X O O \J \J 


Aairl RCnn Homo eani 




15 


597 . 8 


51 


.2 


1236 


2 


AAV4 7fil "3 


./Ad V t: / U X O 1.VA E 1 Cld L 




16 


597 . 8 


51 


.2 


1236 


4 


AArin4^Rn 


AaHOA^RO Human TPF 

nAUUl J JU 11 Li 1 1 Id. 1 1 X r\.i_j 




17 


522 . 8 


44 


. 8 


1030 


2 


AAX9 ^494 


Aa-^91494 Human TNR 

naA£ J t± ^ *x li. Li L t Id 11 X 1M Xv 




18 


4 98.8 


42 


.7 


898 


4 


AA^0^9fi4 


Saqm QCA T7 l V"T^ ~)T £± Q G T O 
/iCX D W «J Zt \J ^± Xj^\. Ly 1 C Q D XU 


o 


1 9 


274 . 4 


23 


.5 


412 


10 


ADRR 7 9 

riUD JO JZQ 


AHhRfi^9fi Tnvi r"i 1~v- 

JT.LXXJ JD jZiD X LJ-A. iLXLy 






1 ft R ft 

log . O 


16 


.2 


408 


8 


Any 07 f) 7 9 


J-iXJ O / UOZ D(J v lilC Hi O 




9 1 


ft 9 ft 


7 


. 1 


282 


2 


AAT991 90 


Aat*9919n Human npn 

iAd L. ^ 1 11 Lit I Id 11 LjCIl 




9 9 


fi 9 ft 
o z? . o 


6 


.0 


195 


6 


ARTC9 9R4 0 


AhV9 9RA n Pol on aH*=» 




9 "\ 




5 


.6 


493 


9 


APH^AOl ^ 


lrh^4f)1 *^ Human pnH 

nLilJ *± U X J IXLi-Uldll C 11LX 




9 A 


C ^ 


5 


. 6 


65 


6 


2\RKrC CQTC 
MXjIN jO j / j 


r\ULL7j D zs / D l v lLJ Lis C bpX 




9 


c n a 


5 


.2 


1064 


6 


ARTH QC7 ft 


AHt-n9C7ft Human PAT. 




9 £ 


^7 A 


4 


. 9 


264 


8 


ARYR99 ^ A 


AV^vR99RA Bnvi n» PC 


lw 


2 7 


^9 


4 


.5 


2000 


8 


ADA7 1 97 ft 

rtXVrt. / X -7 J O 


AHa71 Q ^ ft Ri r»p rr<=»np^ 

ALXCl / 1J J O I\.X L-C LJC11C 


C 


9 ft 


AC ft 


4 


. 0 


1117 


10 


AFlPftCCft ft 


ArRr-flCCftft Human HDP 




9 9 


A 6 fi 


4 


. 0 


3133 


10 


Anr i ftfi77 ft 


AHr , flfi7'^ ft Human HPf 1 

nULOD / o o n Li L I Idll urL 




J u 


AC C 


4 


. 0 


53522 


6 


A An*} fi9 9 ft 


AaH"^099R Human PTTTl 




7 1 

J X 


AC C 


4 


. 0 


53526 


2 


A AT9A 1 m 


Aa-hQAIfil Human PTm 
rtd. L^llUl XlLillLdll JrXSXJ 




7 9 


AC C 


4 


. 0 


53577 


2 


A ATI Q c= c= 1 
rtril X O Zj Zj X 


rtd. L 1 0 D J 1 riLUllcLIl kJvJ X 




j J 


AC C 


4 


. 0 


53577 


2 


A ATQA 1 Pi ft 


Aat-QAIflR Wnman DTTTl 
i-id L -7 ft X U O nU.rna.Ii ir jVU 






A R ft 


3 


. 9 


1065 


6 


A"RTfi QC ft 9 
ni3 X U J O O Z 


AK-t-nQCft9 Unman DAT. 




J D 


Q 

l J . O 


3 


. 9 


105325 


6 


ARTTQA A fl 7 


AHlr Q A A n 7 TlMA on pnH 




3 6 


45.8 


3 


. 9 


105325 


12 


ADOI R7 S S 


AHrrl R7 t ^R Human ciof 

nuu 1U r -J ~J llUlllMll O X 


c 


37 


45.6 


3 


. 9 


5452 


10 


ADC86736 


Adc8673 6 Human GPC 




38 


45 


3 


. 9 


1337 


2 


AAZ17263 


Aazl7263 Human gen 


c 


39 


44 . 8 


3 


. 8 


1000 


3 


AAA02484 


Aaa024 84 Human col 


c 


40 


44 . 8 


3 


. 8 


3163 


10 


ADC87060 


Adc87060 Human GPC 


c 


41 


44 . 8 


3 


. 8 


12733 


6 


ABK98631 


Abk98631 Vector pE 


c 


42 


44.8 


3 


. 8 


12733 


9 


ACD13882 


Acdl3882 L. lactis 


c 


43 


44 . 8 


3 


. 8 


12739 


6 


ABK98592 


Abk98592 Vector pE 


c 


44 


44 . 8 


3 


. 8 


12739 


9 


ACD13843 


Acdl3843 Plasmid p 




45 


43 . 8 


3 


. 8 


28198 


10 


ADG37080 


Adg37080 Mouse pla 



Search completed: December 21, 2004, 11:12:43 
Job time : 718.828 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



December 21, 2004, 05:35:48 / Search time 4423.76 Seconds 

(without alignments) 
9621.134 Million cell updates/sec 



Title: 

Perfect score : 
Sequence : 



US-09-245-198A-1 
1168 

1 ggtgctgagcctgggcctgg ataaatcatgatttctcttc 1168 



Scoring table: 



I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 32822875 seqs, 18219865908 residues 

Total number of hits satisfying chosen parameters: 65645750 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : EST:* 



1 


gb_estl : 


* 


2 


gb_est2 : 


* 


3 


gb_htc : * 




4 


gb_est3 : 


* 


5 


gb_est4 : 


* 


6 


gb_est5 : 


* 


7 


gb_est6 : 


* 


8 


gb_gssl : 


* 


9 


gb_gss2 : 


* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


883 . 8 


75 


7 


1033 


3 


AK020909 


AK020909 


Mus muscu 


2 


724 .4 


62 


0 


892 


6 


CB204861 


CB204861 


AGENCOURT 


3 


695 


59 


5 


748 


7 


CN270781 


CN270781 


170005999 


4 


647 .4 


55 


4 


790 


7 


CO559990 


CO559990 


AGENCOURT 


5 


625.8 


53 


6 


918 


2 


BF577781 


BF577781 


602092080 


6 


605.6 


51 


8 


665 


6 


BY742288 


BY742288 


BY742288 



7 


602 


.4 


51 


. 6 


760 


7 


C0572181 


P0572 1 81 


AGENPOITPT 


3 


549 


47 


. 0 


2237 


3 


AK044 1 87 


AK044 1 87 


Mil Q mUQPll 
11 U.O I L L Li. O \-> Li. 


9 


545 


46 


, 7 


620 


7 


PK625052 


PK62 5 0 52 


mi 9fip1 n V 

nix £1 (j c. x w • y 


10 


533 . 


.4 


4 5 


, 7 


543 


9 


pg 5 6 5 1 o 4 


PG5651 04 

V_\_J J O J X V 1 


O^TI fl 9654 


li 


529, 


.4 


4 5 


-a 


R05 


7 


poi 9i 69 i 


PO 1916 21 




12 


519. 


.4 


44 , 


. 5 


731 


4 


BT871711 

J— ? J. U / X / -L. -L. 


BT87 1711 


601195825 

vj V J J _> U ^< _J 


13 


510 


43 , 


. 7 


554 


9 


PG629194 


PG62 91 94 


OST141515 
vy i»> x j ■* x j x j 


14 


507. 


.4 


43 . 


, 4 


728 


4 


BI870393 


BI870193 


6031 95641 


15 


504 


43 , 


. 2 


561 


2 


AW763237 


AW76323 7 


iiT70d09 v 


16 


497 


42 , 


. 6 


533 


2 


BE62 8951 

■L-J ±-J \J u W ^ -L. 


BE628951 


utjIOpOI v 


17 


489. 


.6 


41 , 


, 9 


650 


4 


BG4 04 83 6 


BG4 04 816 


602420160 


18 


488, 


.8 


41 , 


. 8 


687 


5 


BO208411 


BO208411 


TJT -R -EPO - 

UX X\. X_J XT w 


19 


481, 


.2 


41 , 


. 2 


584 


2 


AW917574 


AW917 5 74 


EST14 887R 


20 


480 , 


.8 


41 , 


. 2 


939 


5 


PB84 901 "1 

U ^ ^ V X X 


PB84 901 1 

v» xj o ^ v x x 


MR A- 0671 


2 1 


480 , 


.4 


4 1 


( 1 


777 


4 


DTQ T QO 0 0 


nip i qo n n 


60101461 4 


22 


476 


40 


. 8 


482 


9 


PfI6 512 tr 7 


PG651 9 5 7 


OQT4 1 R407 


23 


475 


40 


( 7 


774 


7 


P05 74 9 0 9 


PO 5 74 9 0 9 




24 


473 


4 0 . 


. 5 


834 


4 


BT766766 


ox / u 0 / 0 0 


601056R66 


25 


471, 


.6 


40 . 


. 4 


683 


7 


PK841985 


PK84 1 985 


T7T-R-BJ1 - 

w J. X\. UU X 


26 


467, 


.8 


40 . 


, 1 


948 


5 


BO7 0718 5 


B07 07 185 


AGENPOURT 


27 


464 . 


.8 


39 , 


, 8 


666 




CF12653 9 


PF12 651 9 


UT -HF-ETO 

\J X XXX. X-J X \J 


28 


460. 


.4 


39 . 


, 4 


731 


9 


AG517 98 9 


AG5 17 989 


Ml 1 Q mi lQPll 


29 


456, 


.4 


39 , 


, 1 


828 


4 


BT596681 


RT5 966A1 


6019419 54 


3 0 


448. 


.2 


38 . 


, 4 


621 


9 


PG5 84 ^4 ^ 


PG5 R4 54 5 


OQT9 10701 

UOl^ JU /ux 


3 1 


440. 


.6 


37 . 


, 7 


545 




PB141189 


PR1 4 1 1 ft 9 


K-FQTO 1 94 


32 


437 . 


.8 


17 


c: 
■ j 


4 71 


i 

JL 


AA9 71 fil n 


a ao 91 ci n 


my xouu? . x 


33 


430. 


,2 


36 . 


. 8 


498 


9 


pg 55471 1 

V — VJ -J -J ^ /XX 


PG5 54 71 1 

UUJ Jri /XX 


OCJT1 6R60 1 


34 


426. 


.8 


36 . 


CL 
> -J 


624 




RTT7 5 944 R 


RTT7 5 944 R 


TTT -R -FRO - 


35 


422 . 


.6 


36 . 


, 2 


697 


o 


PF1 9 6 91 9 


PP1 9 6 919 


TTT -RR-FTO 
u x nr Diu 


36 


421. 


.6 


36 . 


, i 


474 


9 


PG60 91 56 


PG6 0 91 5 6 


oc;T9 90059 


37 


421. 


,6 


36 . 


( 1 


963 


5 


R067 1 2 5 9 

XJ ^ U / X £t ~J J 


RD67 1 9 5 9 

O^O / X^.J_7 


AGFKfPOTTRT 


38 


420 


36 . 


, 0 


483 


9 


CG646715 


PG646715 


OST1 9142 1 


39 


419. 


.2 


35 . 


, 9 


940 


5 


BQ884231 


BQ884231 


AGENCOURT 


40 


410. 


.4 


35, 


.1 


456 


5 


BX634398 


BX634398 


BX634398 


41 


406. 


, 8 


34 . 


.8 


471 


9 


CG568080 


CG568080 


OST194813 


42 


406. 


,4 


34 , 


.8 


1071 


4 


BM921213 


BM921213 


AGENCOURT 


43 


400. 


,4 


34 . 


,3 


418 


9 


CG611020 


CG611020 


OST295426 


44 


393 . 


,2 


33 . 


,7 


494 


9 


CG596702 


CG596702 


OST259234 


45 


390. 


,6 


33 . 


,4 


445 


1 


AA870722 


AA870722 


vq25g07 . r 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



December 21, 2004, 16:26:57 ; Search time 52.2152 Seconds 

( wi thout al ignment s ) 
1545.797 Million cell updates/sec 

US-09-245-198A-2 
225 

1 VLSLGLALACLGLLLVWSL PWAHLKAAPFLTYFGLFQVH 225 



2002273 



Scoring table: OLIGO 

Gapop 60.0 , Gapext 60.0 

Searched: 2002273 seqs, 358729299 residues 

Word size : 0 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Database : A_Geneseq_2 3Sep04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



NO. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


225 


100 


.0 


225 


2 


AAW47524 


Aaw47524 


Mus muscu 


2 


225 


100 


.0 


225 


3 


AAB07527 


Aab07527 


Amino aci 


3 


225 


100 


.0 


249 


7 


ADC97712 


Adc97712 


Murine FL 


4 


178 


79 


1 


211 


2 


AAW93591 


Aaw93 5 91 


Mouse TNR 


5 


32 


14 


2 


146 


4 


AAE00895 


Aae00895 


Human TRE 


6 


32 


14 


2 


189 


2 


AAW29746 


Aaw29746 


TNF relat 


7 


32 


14 


2 


189 


4 


AAE00892 


Aae00892 


Human UL4 


8 


32 


14 


2 


208 


2 


AAW93590 


Aaw93590 


Human TNR 


9 


32 


14 


2 


249 


2 


AAW29745 


Aaw29745 


TNF relat 


10 


32 


14 


2 


249 


2 


AAY09369 


Aay09369 


Human turn 



11 


32 


14 


. 2 


249 


3 


AAY9R33 8 


Aav9R7 7 8 


Human PRO 


12 


32 


14 


. 2 


24 9 


3 


AAB07526 


Aab0752 6 


Am inn ari 


13 


32 


14 


. 2 


24 9 


4 


AAE0 0 8 91 


AapQOR 91 

ild \J \J \J A. 


Human TRP! 


1 4 
x*± 


79 


1 4 


9 


94 9 


R 


AATJ8fi1 9 9 


Aan 861 9 9 


Human PRO 


1 R 




1 4 

x*± , 


o 
. z. 


Zi r± -7 


£Z 


ARR49 71 c 


Abr49 71 R 


Human TWP 


16 


32 


14 


. 2 


249 


7 


ADC7R906 


Adc35206 

ftU L* J -J £j w o 


Human TNF 


17 


32 


14 


. 2 


249 


7 


ABW02278 


Abw02278 


Human TWE 


18 


32 


14 , 


. 2 


249 


7 


ADJ7 72 85 


Ad"i 3 72 85 


Human turn 

XXLXLLIO.XX 14.1 LL 


19 


32 


14 , 


. 2 


249 


8 


ADG682 09 


Ada682 09 


Human PRO 


20 


32 


14 , 


. 2 


273 


4 


AAU034 99 


Aau034 99 


TWEAK ext 


21 


32 


14 


. 2 


284 


2 


AAW4 752 5 


Aaw4 752 5 


Homo saoi 


22 


g 


3 


. 6 


24 


2 


AAY34189 


Aav3418 9 


Human nrp 

X X LX L L ICS. X X J_ ^ 


23 


3 


3 


. 6 


84 


4 


AAIJG1 2 82 


Aanfil 2 82 


Prmri on i b 


24 


3 


3 


. 6 


84 


g 


AHMR7 801 


AhmR7 8D1 


P rnn i on n b 

XT X v X L^Xl X u 


25 


Q 
O 




> O 


ft R 


o 


ARPR 8 69 

nD r J O U i O 


AhnR 8^9 fk 


Hi i m a n priH 


26 


Q 
O 


7 


• D 


8 R 


o 


AP.R R 8 7 R 


nlJl JO j JO 


DLUO J 1 £J i- 


2 7 


3 


3 


. 6 


110 


7 


ADF0767 2 


Art f 07fi79 


DCIL> LCI XCtX 


28 


3 


3 


. 6 


12 9 


4 


AAM9R78 9 


Aani9R7 8 9 


Human T"^n 

X X LI L L LCL X X J_ ^ 


29 


8 


3 . 


. 6 


129 


4 


ABB96320 


Abb96320 


Human t - ^ 6 ? 

XX LXLLLCLXX C O 


30 


3 


3 


. 6 


190 


5 


ABP2 8 041 


Abr)2 8 04 1 


c f TF^nit - npn 

u Ll " " L«> W 


31 


8 


3 . 


. 6 


251 


8 


ADN99276 


Adn9 92 7 6 


Mnvpl bijm 

IN V^/ V _1_ XX L L L 


32 


8 


3 . 


. 6 


365 


5 


AAE28094 


Aae2 80 94 


Mil t- n nP TIP 

1 1UX -i_ X X \_* X X v_* 


33 


8 


3 . 


. 6 


366 


7 


ADE6 7 4 66 


Adpfi74 fifi 


Rat* Prnt"P 

XV CI L. rlULC 


34 


3 


3 


, 6 


3 66 


7 


ADE6747 R 


Adpfi74 7 R 


Daf Prnt*p 

I\ClL. rlULC 


35 


3 


3 


, 6 


3 66 


7 


ADE674 69 


IJ. C O J T u ^ 


X\.Ct L. JTX ULC 


36 


8 


3 . 


, 6 


366 


7 


ADE63472 


Ade63472 


Rat* Pt*ot"P 

XS.C4. K~ XT X. ^ 


7 7 


Q 
O 


7 


. o 


•170 


A 

*± 


r-lx75VJ lO Jyl 


Ahal 7 7 91 


1MUVC1 11LLLIL 


38 


8 


3 . 


, 6 


370 


4 


ABG05012 


Aba05012 


MovpI bum 


7 Q 


Q 

o 


i 

j . 


. D 


o / u 








JMOVex nuTn 


40 


8 


3 . 


.6 


376 


7 


AB079285 


Abo79285 


Pseudomon 


41 


8 


3 . 


.6 


431 


7 


ADC64562 


Adc64562 


Synechoco 


42 


8 


3 . 


.6 


431 


8 


ADQ07363 


Adq07363 


Synechoco 


43 


8 


3 . 


.6 


473 


4 


ABB58662 


Abb58662 


Drosophil 


44 


8 


3 . 


.6 


523 


8 


AD061963 


Ado61963 


Transcrip 


45 


8 


3 . 


.6 


527 


5 


ABB07815 


Abb07815 


Chicken s 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 

Run on: December 21, 2004, 16:31:34 ; Search time 15.1899 Seconds 

(without alignments) 
982.335 Million cell updates/sec 

Title: US-09-245-198A-2 
Perfect score: 225 

Sequence: 1 VLSLGLALACLGLLLVWSL PWAHLKAAPFLTYFGLFQVH 22 5 



Scoring table : OLIGO 

Gapop 60.0 , Gapext 60.0 

Searched: 478139 seqs, 66318000 residues 

Word size : 0 



Total number of hits satisfying chosen parameters: 478139 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Database : Issued_Patents_AA: * 

1 : / cgn2_6/ptodata/ l/iaa/5A_COMB . pep : * 

2 : /cgn2_6/ptodata/l/iaa/5B_COMB.pep: * 

3 : /cgn2_6/ptodata/l/iaa/6A_COMB.pep: * 

4 : /cgn2_6/ptodata/l/iaa/6B_COMB.pep: * 

5 : /cgn2_6/ptodata/l/iaa/PCTUS_COMB.pep: * 

6 : /cgn2_6/ptodata/l/iaa/backf ilesl .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


32 


14 


.2 


146 


3 


US-09 


2 


32 


14 


.2 


189 


3 


US-09 


3 


32 


14 


.2 


249 


3 


US-09 


4 


32 


14 


.2 


273 


4 


US-09 


5 


8 


3 


.6 


24 


3 


US-09 


6 


8 


3 


.6 


110 


4 


US-09 


7 


8 


3 


. 6 


366 


1 


US-08 


8 


8 


3 


. 6 


376 


4 


US-09 


9 


8 


3 


. 6 


527 


4 


US-09 


10 


8 


3 


. 6 


530 


3 


US-09 


11 


8 


3 


. 6 


532 


3 


US-09 


12 


8 


3 


.6 


543 


2 


US-08 



105 


-343A-6 


Sequence 


6, 


Appli 


105 


-343A-3 


Sequence 


3, 


Appli 


105 


-343A-2 


Sequence 


2, 


Appli 


883 


-777-2 


Sequence 


2, 


Appli 


252 


-586-29 


Sequence 


29, 


Appl 


543 


-681A-7917 


Sequence 


7917, Ap 


004 


-492-8 


Sequence 


8, 


Appli 


252 


-991A-28031 


Sequence 


28031, A 


930 


-218-16 


Sequence 


16, 


Appl 


252 


-586-2 


Sequence 


2, 


Appli 


181 


-336-15 


Sequence 


15, 


Appl 


922 


-170B-10 


Sequence 


10, 


Appl 



13 


8 


3 


. 6 


543 


3 


US-09-071-739B-2 


Sequence 


2, Appli 


14 


8 


3 


. 6 


543 


3 


US-09-181-336-13 


Sequence 


13, Appl 


15 


8 


3 


. 6 


543 


3 


US-09-260-038B-2 


Sequence 


2, Appli 


16 


8 


3 


. 6 


543 


4 


US-09-635-923-2 


Sequence 


2, Appli 


17 


8 


3 


. 6 


543 


4 


US-09-487-716A-2 


Sequence 


2, Appli 


18 


8 


3 


. 6 


543 


4 


US-09-322-977-2 


Sequence 


2, Appli 


19 


8 


3 


. 6 


543 


4 


US-09-186-200-1 


Sequence 


1 , App 1 i 


20 


8 


3 


. 6 


543 


4 


US-09-435-739-10 


Sequence 


10, Appl 


21 


8 


3 


. 6 


543 


4 


US-09-930-218-3 


Sequence 


3, Appli 


22 


8 


3 


. 6 


543 


4 


US-09-704-772A-2 


Sequence 


2, Appli 


23 


8 


3 


. 6 


543 


4 


US-09-988-113-10 


Sequence 


10, Appl 


24 


8 


3 


. 6 


545 


4 


US-09-899-440-18 


Sequence 


18, Appl 


25 


8 


3 


. 6 


548 


4 


US-09-252-991A-20793 


Sequence 


20793, A 


26 


8 


3 


.6 


588 


4 


US-09-601-777-2 


Sequence 


2, Appli 


27 


8 


3 


. 6 


592 


4 


US-09-435-739-14 


Sequence 


14, Appl 


28 


8 


3 


. 6 


592 


4 


US-09-988-113-14 


Sequence 


14, Appl 


29 


8 


3 


. 6 


626 


4 


US-09-2 52-991A-2 0601 


Sequence 


20601, A 


30 


7 


3 , 


. l 


15 


1 


US - 08-208-18 1A -17 


Sequence 


17, Appl 


31 


7 


3 


. l 


17 


3 


US -09-342-68 1C- 121 


Sequence 


121, App 


32 


7 


3 


. 1 


20 


4 


US -09- 149-476-726 


Sequence 


72 6, App 


33 


7 


3 


. 1 


25 


1 


US-08-208-181A-2 


Sequence 


2, Appli 


34 


7 


3 


. 1 


64 


4 


US-09-248-796A-142 50 


Sequence 


14250, A 


35 


7 


3 


. 1 


65 


4 


US-09-24 8-796A-25 92 0 


Sequence 


25920, A 


36 


7 


3 


. 1 


70 


4 


US-09-248-796A-21119 


Sequence 


21119, A 


37 


7 


3 


. 1 


77 


4 


US-09-24 8-796A-22 909 


Sequence 


22909, A 


38 


7 


3 


. 1 


105 


4 


US-09-543-681A-82 67 


Sequence 


8267, Ap 


39 


7 


3 


. 1 


115 


3 


US-09-219-983A-4 


Sequence 


4, Appli 


40 


7 


3 


. 1 


131 


1 


US-08-012-543-4 


Sequence 


4, Appli 


41 


7 


3 


. 1 


131 


1 


US-08-371-121-25 


Sequence 


25, Appl 


42 


7 


3 


.1 


131 


5 


PCT-US93-07645A-4 


Sequence 


4, Appli 


43 


7 


3 


. 1 


131 


5 


PCT-US93-07645-4 


Sequence 


4, Appli 


44 


7 


3 


. 1 


136 


4 


US-09-252-991A-3112 0 


Sequence 


31120, A 


45 


7 


3 


. 1 


138 


4 


US-09-252-991A-2 0 94 9 


Sequence 


20949, A 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 

Run on: December 21, 2004, 16:29:37 ; Search time 14.2405 Seconds 

(without alignments) 
1520.225 Million cell updates/sec 



Title: US-09-245-198A-2 
Perfect score: 225 

Sequence: 1 VLS LGLALACLGLLL VWS L PWAHLKAAPFLTYFGLFQVH 22 5 



Scoring table: OLIGO 

Gapop 60.0 , Gapext 60.0 

Searched: 283416 seqs, 96216763 residues 

Word size : 0 

Total number of hits satisfying chosen parameters: 283416 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Database : PIR 79:* 



pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


10 


4 


4 


111 


2 


A85866 


hypothetical prote 


2 


9 


4 


0 


733 


2 


S78376 


photosystem I P700 


3 


8 


3 


6 


229 


2 


. AE2758 


conserved hypothet 


4 


8 


3 


6 


229 


2 


B97539 


hypothetical prote 


5 


8 


3 


6 


365 


2 


156197 


Fc gamma (IgG) rec 


6 


8 


3 


6 


366 


2 


A37374 


Fc gamma (IgG) rec 


7 


8 


3 


6 


486 


2 


T48119 


hypothetical prote 


8 


7 


3 


1 


82 


2 


AH0573 


probable membrane 


9 


7 


3 


1 


109 


2 


E70730 


hypothetical prote 


10 


7 


3 


1 


128 


1 


A57321 


E48 antigen precur 


11 


7 


3 


1 


131 


2 . 


E30552 


T-cell activation 


12 


7 


3 


1 


131 


2 


152290 


interleukin-13 - r 


13 


7 


3 


1 


137 


2 


G70090 


hypothetical prote 


14 


7 


3 


1 


141 


2 


A32854 


hemoglobin alpha c 



15 


7 


3 . 


, l 


147 


2 


A71217 


hvnothetical nrnte 


16 


7 


3 . 


. 1 


157 


2 


A75567 


conserved hvnothet 


17 


7 


3 . 


. l 


162 


2 


T24937 


hvnothetical nrote 


18 


7 


3 , 


. l 


165 


2 


AD0129 


cationic 19 kDa on 


19 


7 


3 


, 1 


170 


2 


S44789 


n9nfl7 A v\~r~ci\~ p"i n - 

LJ & U W / • ^± i- ULC111 


20 


7 


3 , 


. 1 


177 


2 


E71211 


hvnothet ical Drote 


21 


7 


3 . 


. l 


180 


1 


LGGT 


be t a - lac toglobulin 


22 


7 


3 , 


. 1 


180 


1 


LGSH 


beta- lac tocjlobulin 


23 


7 


3 , 


. 1 


194 


2 


E83758 


chromate transport 


24 


7 


3 , 


, i 


197 


2 


S28465 


(iii a 1~ pT*na rv amine t~ 


25 


7 


3 , 


, l 


207 


2 


146084 


inter leulcin 6 - ca 


26 


7 


3 , 


, l 


211 


2 


T29426 


hvnothet i pa 1 nrote 


27 


7 


3 , 


, l 


213 


2 


T31447 


d 1 a s t ocru i no 1 - n 1 a s t 


28 


7 


3 . 


, l 


234 


2 


G85098 


H+ - 1 ran snort i no AT 

XX ■ LI UlllSUWl L*-L.XX^4 ^i- X. 


29 


7 


3 . 


, 1 


244 


2 


A46066 


lympho toxin beta - 


30 


7 


3 , 


, 1 


251 


1 


TRHUAZ 


azurocidin nrerurs 


31 


7 


3 , 


, 1 


262 


2 


A64718 


f 1 acre liar ba sal bo 


32 


7 


3 . 


. 1 


262 


2 


F71801 


■f 1 acrel 1 ar ba^al -bo 


33 


7 


3 , 


, 1 


281 


2 


H97625 


hvnothetical nrote 


34 - 


7 


3 . 


. l 


304 


2 


JX02 09 


lectin, galactose/ 


35 


7 


3 . 


, 1 


311 


2 


C84101 


hypothetical prote 


36 


7 


3 . 


, 1 


311 


2 


H84746 


hvoot het i pa 1 nrote 


37 


7 


3 . 


. 1 


339 


2 


D70942 


probable pfkB prot 


38 


7 


3 . 


, l 


347 


2 


T32768 


hvnorher "i ra 1 nrore 


39 


7 


3 . 


, 1 


348 


2 


E84299 


hypothetical prote 


40 


7 


3, 


. 1 


352 


2 


E70797 


hypothetical prote 


41 


7 


3 . 


. 1 


357 


2 


T32881 


hypothetical prote 


42 


7 


3 . 


. 1 


371 


2 


S46436 


porin f omA precurs 


43 


7 


3 . 


. 1 


372 


2 


A95338 


hypothetical prote 


44 


7 


3 . 


. 1 


375 


2 


T35895 


f errochelatase - S 


45 


7 


3 . 


. 1 


376 


2 


A75360 


hypothetical prote 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title : 

Perfect score: 
Sequence : 

Scoring table : 



Searched: 
Word size 



December 21, 2004, 16:29:02 ; Search time 56.962 Seconds 

(without alignments) 
2272.730 Million cell updates/sec 

US-09-245-198A-2 
225 

1 VLSLGLALACLGLLLVWSL PWAHLKAAPFLTYFGLFQVH 2 25 

OLIGO 

Gapop 60.0 , Gapext 60.0 
1825181 seqs, 575374646 residues 
0 



Total number of hits satisfying chosen parameters: 1825181 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Database : UniProt_02 : * 

1 : uniprot_sprot : * 
' 2 : uniprot_t rembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match Length DB 


ID 


1 


22 5 


100. 


.0 


249 


1 


TN12JVIOUSE 


2 


159 


70 , 


.7 


410 


2 


Q8BXS2 


3 


122 


54 , 


.2 


249 


2 


Q6J1A8 


4 


122 


54 , 


.2 


249 


2 


AAT35582 


5 


32 


14 , 


.2 


249 


1 


TN12_HUMAN 


6 


32 


14 , 


.2 


330 


2 


Q8IZK7 


7 


21 


9, 


.3 


134 


2 


Q6IPN8 


8 


21 


9, 


.3 


134 


2 


AAH71837 


9 


11 


4 , 


. 9 


438 


2 


Q7WB7 


10 


11 


4 , 


.9 


470 


2 


Q7W7F2 


11 


10 


4 , 


.4 


111 


1 


YFBW_ECOLI 


12 


10 


4 , 


.4 


111 


2 


Q7UC61 


13 


10 


4 , 


.4 


111 


2 


Q8FFL8 


14 


10 


4 , 


.4 


111 


2 


Q8X4J8 


15 


9 


4 . 


.0 


414 


2 


Q6TNW7 


16 


9 


4 , 


.0 


414 


2 


AAR30310 



Description 



054907 
Q8bxs2 
Q6jla8 
Aat355 
043508 
Q8izk7 
Q6ipn8 
Aah718 
Q7wb7 
Q7w7f2 
Q47377 
Q7uc61 
Q8f fl8 
Q8x4 j 8 
Q6tnw7 
Aar3 03 



mus musculu 
mus musculu 
rattus norv 

82 rattus no 
homo sapien 
homo sapien 
homo sapien 

3 7 homo sapi 
bordetella 
bordetella 
escherichia 
shigella fl 
escherichia 
escherichia 
pavlova gyr 

10 pavlova g 



17 


9 


4 


. 0 


422 


2 


OSTNW5 


\£ U L-11VV J 11^ k>CL \*r O -L- 11 Id 


18 


9 


4 


. 0 


422 


2 


Q6TNW6 


Q6 tnw6 pavlova lut 


19 


9 


4 


. 0 


422 


2 


Q6TNY6 


Q6tny6 cyanidium s 


20 


9 


4 


. 0 


422 


2 


AAR30291 


Aar3 02 91 cyanidium 


21 


9 


4 


. 0 


422 


2 


AAR30311 


Aar30311 pavlova 1 


22 


9 


4 


. 0 


422 


2 


AAR30312 


Aar30312 heterosig 


23 


9 


4 


. 0 


733 


1 


PSAB ODOSI 


P49480 odontella s 


24 


9 


4 


. 0 


734 


1 


PSAB CYACA 


09tlcr6 cvanidium c 


25 


9 


4 


. 0 


749 


2 


Q7V511 


Q7v511 prochloiroco 


26 


8 


3 


. 6 


123 


2 


Q88X09 


088x09 lactobacill 


27 


3 


3 


. 6 


143 


2 


O8FI66 


Oft"Fi £fi ^ q r* Vi ^ y~ "i pVi "i a 


28 


8 


3 


. 6 


149 


2 


Q9D1T4 


09rf1t"4 miic! mil cjph 1 n 

^ \JL -i- 1— ^ IIIUO IllU £3 ^» U ^ U. 


29 


8 


3 


. 6 


190 


2 


Q8DZK5 


Q8dzk5 stireptococc 


30 


8 


3 . 


. 6 


190 


2 


Q8E569 


Q8e569 streptococc 


31 


8 


3 . 


. 6 


229 


2 


Q7CZ60 


Q7cz 6 0 agrobacteiri 


32 


8 


3 , 


. 6 


229 


2 


Q8UFC1 


OSuf c 1 aaroba pt~ pri 

V U J- >■» J- ti- J. WJuTd ^ 1— J_ -i_ 


33 


8 


3 . 


. 6 


281 


2 


Q711H2 


0711h2 lactobacill 


34 


8 


3 . 


. 6 


281 


2 


CAF33351 


Caf 3 3351 lactobaci 


35 


8 


3 . 


. 6 


324 


2 


Q7V4A3 


Q7v4a3 DTorhl otopo 


36 


8 


3 . 


. 6 


328 


2 


07ITX67 




37 


8 


3 , 


. 6 


329 


2 


Q9EX48 


09ex4 8 st~ rpnt" nmvr p 


38 


8 


3 , 


. 6 


365 


1 


FCGN MOUSE 


Q61559 mils ttvuscuIu 


39 


8 


3 . 


. 6 


366 


1 


FCGM RAT 


P13599 rattus norv 


40 


8 


3 . 


.6 


366 


2 


AAH61975 


Aah61975 rattus no 


41 


8 


3 . 


,6 


369 


2 


Q6PKB0 


Q6pkb0 mus musculu 


42 


8 


3 . 


,6 


369 


2 


AAH03786 


Aah03786 mus muscu 


43 


8 


3 . 


.6 


399 


2 


Q8PFQ8 


Q8pfq8 xanthomonas 


44 


8 


3 . 


.6 


421 


2 


Q6TNY5 


Q6tny5 galdieria m 


45 


8 


3 , 


. 6 


421 


2 


AAR30292 


Aar30292 galdieria 



GenCore version 5.1.6 
Copyright (c) 1993 - 2 004 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



December 21, 2004, 18:47:38 



; Search time 4057.59 Seconds 
(without alignments) 
2622.288 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09-245-198A-2 
225 

1 VLSLGLALACLGLLLVWSL 



PWAHLKAAPFLTYFGLFQVH 225 



Scoring table: 



OLIGO 



Xgapop 60.0 
Ygapop 60.0 
Fgapop 6 . 0 
Delop v 6 . 0 



Xgapext 60.0 
Ygapext 60.0 
Fgapext 7 . 0 
Delext 7.0 



Searched: 



4526729 seqs, 23644849745 residues 



Word size : 



1 



Total number of hits satisfying chosen parameters: 



9045936 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Command line parameters: 
-MODEL=frame+_p2n. model -DEV=xlh 

Q=/cgn2_l/USPTO_spool/US09245198/runat_20122004_162224_10205/app_query . f asta_l . 7 
82 

-DB=GenEmbl -QFMT=fastap -SUFFIX=olip2n . rge -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=oligo -TRANS=human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=qual i ty -THR_MIN=1 -ALIGN=15 - MODE = LOCAL -0UTFMT=pto 
-N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 

-USER=US0 9245198_@CGN_l_l_423 6_@runat_2 0122 004_162224_102 05 -NCPU=6 -ICPU=3 
-N0_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV__TIMEOUT=120 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=60 -XGAPEXT=60 -FGAPOP =6 
-FGAPEXT=7 -YGAPOP=60 -YGAPEXT=60 -DEL0P=6 -DELEXT=7 

Database : GenEmbl : * 



1: 

2 : 

3 : 

4 : 

5 : 

6 : 

7 : 

8 : 

9 : 
10 



gb_ba : * 
gb_htg : * 
gb_in : * 
gb_om : * 
gb_ov : * 
gb_pat : * 
gb_ph : * 
gb_pl : * 
gb_ pr : * 
gb_ro : * 



11: gb_StS:* 

12: gb_sy:* 
13: gb_un:* 
14: gb_vi:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





TvJn 


OLUI c 


Match Length DB 




flpcrT"! nf" i on 

UCOV—X X^LXUil 




"1 
X 


o o c 

Z Z -> 


100 


. 0 


1168 


6 


DJJ VJ O Z / J / 


T5"n0fi97 l >7 A hnmnr n 




2 


22 5 


100 


. 0 


1239 


10 


AFO 701 no 

/A 17 U J U 1 u u 


A"P0701 00 Mn cj mi]c;r , ii 

nr VJ -D VJ J. VJ VJ 1*1 LI O L L LU. O V-> LI 




3 


133 


59 


. 1 


1576 


10 


RP0791 07 

I_> L- VJ / > 1 U / 


RP079107 Ratl-uc; no 

XJ \_ VJ / Zs A- \J / XvO. L. l_ L4. 0 11U 




A 
fx 


199 
X z z 


54 


.2 


750 


10 


avc 07 R R R 

r-i. I. O Vj /ZjOO 


AYfi07Rflfl Pat-hnei no 

n.1 O U / JOO x\.Cl L. L. U. O 11LJ 




-J 


84 


37 


.3 


130254 


2 


API 7 61 9R 


AP17619R Pat-i-uq no 

rtL X J U J. J J XVCl L, L, Li. £3 Xi.Lv 


Q 




84 


37 


.3 


165316 


2 


AC 11 91 1 5 


AP119115 Pattus no 

■tW— X X ^ X X -J -TLCl L LUO 1 J.LJ 


V_ 


7 


R4 


37 


.3 


203083 


2 


AP0fi94 R 9 

^Vv— U D -7 ft J ^ 


AP0fi94R9 Mil c: mnqpii 




3 


84 


37 


.3 


223877 


2 


AP09R92 7 

n.L~ \J J O ^ Z J 


AP098923 Pattus no 

rtL- V J U J J AO. L. L~ LX O 




q 


R4 


37 


.3 


225077 


2 


API 7 fiR£7 


AP17fiR^7 Rattna nn 

nLlJO jOj Iv CI LLUo 11LJ 


/-■ 


1 0 


R4 


37 


.3 


234182 


10 


AT.fi 07 7 07 


AT. 607707 Mmiqp TiTJA 

nXlu VJ J / U / I'lUUoC LJlMr-i 


c 


1 1 
X J. 


RA 

Oft 


37 


.3 


234801 


2 


API 1 R 7 0 Q 


AP11R70Q Pafhna nn 




1 9 


ft D 


20 


.4 


180222 


2 


API 7fl1 Q9 
/\v~ X J U X J7 z 






1 7 
X J 


A £ 
f± 3 


20 


. 0 


176258 


2 


X z D -? z D 


Ari-i9^rQ9C nan-! c f 3m 
HLIZo J Lalllb Iain 




Xf± 


.5 O 


16 


.9 


149736 


2 


APT OOIQ 
AL, X Z D Z J 


rcllS Cat 




X D 


1 9 
J z 


14 


.2 


751 


11 


*D\7i £/r o 9 n 

DVIOOOZ / 


IjVXDDOZ/ x in r o r X z z 




X D 


7 9 
J Z 


14 


.2 


898 


6 


AY1 fl 07 1 A 
r\J\ X O U / 


nAlOv / X*± OCL|UcnL.C 




1 7 
X / 


7 9 
J z 


14 


.2 


1236 


6 


AT? 1 A OA 07 


API /I H A m Co m l o n o 

^vK. x *± vj *± \j / ocyuciiLc 




1 R 


7 9 
o z 


14 


.2 


1236 


6 


Dnn ^71 9 A 

DU VJ _> / X Z ft 


XJX> VJ J / XZ*x rlCULUCl LJ 1_ 




1 Q 
X y 


7 9 
J z 


14 


.2 


1306 


9 


AT?0700QQ 


i-ir rivjiiiLj s cip x 




z u 


79 
J z 


14 


.2 


1353 


6 


a Y9 0 1 7 9 A 


AV901 79A Qp m 1 0 n 0 

i-iA. Z VJ X J Z *± OCLjUCllLC 




z X 


7 9 
3 Z 


14 


.2 


1353 


9 


AV7 c; Q Q 7 0 


AY7RRR70 Wnmn q^tji 

nl J jOO / U XX LJ 1 [ HJ D Ct^J X 




9 o 
z z 


7 9 
■3 Z 


14 


.2 


1368 


9 


A'C , n(^RQ79 


■HTUDDO/z XlOlXlO bcipX 




9 7 
z o 


7 o 
.5 z 


14 


.2 


1373 


6 


O.UU OZ / DO 


cjjuoz / do r\ T_ urn ox n 




Z U 


"5 9 
J z 


14 


.2 


1421 


6 


"DTin Q H Q Q 9 
£5UU jU jDZ 


Duuyuyoz Hpu j J -- L g 




ZD 


JZ 


14 


.2 


1615 


9 


BLO / lo J / 


DPA 1 1 O D ""7 TJ^m^, n-^-n-i 

BCij/loo/ rlomo sapi 




26 


32 


14 


.2 


1642 


9 


BC019047 


BC019047 Homo sapi 




27 


32 


14 


.2 


1816 


9 


AY081051 


AY081051 Homo sapi 


c 


28 


32 


14 


.2 


60268 


9 


AC016876 


AC016876 Homo sapi 




29 


32 


14 


.2 


218485 


2 


AC127470 


AC127470 Pan trogl 




30 


30 


13 


.3 


148555 


2 


AC126921 


AC126921 Bos tauru 




31 


26 


11 


.6 


201 


11 


BV202888 


BV202888 sqnm21025 




32 


11 


4 


. 9 


212093 


2 


AC126237 


AC126237 Canis fam 




33 


11 


4 


. 9 


346274 


1 


BX640443 


BX640443 Bordetell 




34 


11 


4 


. 9 


348014 


1 


BX640430 


BX640430 Bordetell 


c 


35 


11 


4 


. 9 


349672 


1 


BX640419 


BX640419 Bordetell 




36 


10 


4 


.4 


9966 


1 


AE015249 


AE015249 Shigella 




37 


10 


4 


.4 


13606 


1 


AE005458 


AE005458 Escherich 




38 


10 


4 


.4 


15676 


1 


D90857 


D90857 E.coli geno 




39 


10 


4 


.4 


18393 


1 


D90856 


D90856 E.coli geno 




40 


10 


4 


.4 


110000 


1 


U00096_23 


Continuation (24 o 




41 


10 


4 


.4 


191606 


9 


AL162376 


AL162376 Human DNA 


c 


42 


10 


4 


.4 


254171 


2 


AC127182 


AC127182 Rattus no 


c 


43 


10 


4 


.4 


287353 


2 


AC112589 


AC112589 Rattus no 



44 10 4.4 292088 1 AE016986 

45 10 4.4 296827 1 AP002561 



AE016986 Shigella 
AP002561 Escherich 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 

Run on: December 21, 2004, 17:01:58 ; Search time 452.373 Seconds 

(without alignments) 
2610.940 Million cell updates/sec 



Title: US -09-245-19 8 A- 2 

Perfect score: 225 

Sequence: 1 VLSLGLALACLGLLLVWSL PWAHLKAAPFLTYFGLFQVH 225 



Scoring table: 

Searched: 
Word size: 



OLIGO 

Xgapop 60.0 , 

Ygapop 60.0 , 

Fgapop 6.0 , 

Delop 6.0 , 

4134886 seqs, 

1 



Xgapext 60 . 0 
Ygapext 60 . 0 
Fgapext 7 . 0 
Delext 7 . 0 

2624710521 residues 



Total number of hits satisfying chosen parameters: 8266256 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Command line parameters: 

- MODEL= f r ame 2 n . mode 1 - DE V=x 1 h 

Q=/cgn2_l/USPTO_spool/US09245198/runat_20122004_162224_10195/app_query. f asta_l . 7 
82 

-DB=N_Geneseq_23Sep04 -QFMT=fastap -SUFFIX=olip2n . rng -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=oligo - TRANS =human4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=quality -THR__MIN=1 -ALIGN=15 - MODE = LOCAL 
-0UTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 000000000 
-USER=US0924 5198_@CGN_l_l_586_@runat_2 0122004_162224_10195 -NCPU=6 -ICPU=3 
-NO_MMAP -LARGE QUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 - WARN_T I MEOUT= 3 0 - THREADS = 1 -XGAPOP=60 -XGAPEXT=60 -FGAPOP =6 
-FGAPEXT=7 -YGAPOP=60 -YGAPEXT=60 -DEL0P=6 -DELEXT=7 



Database : N_Geneseq_2 3Sep04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4: geneseqn2001as : * 

5: geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9 : geneseqn2003bs : * 
10 : geneseqn2003cs : * 
11 : geneseqn2003ds : * 



12 : geneseqn2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





No. 


Score 


Match Length 


DB 


ID 


Description 




1 


225 


100. 


.0 


1168 


2 


AAV18599 


Aavl8599 Mus tnuscu 




2 


225 


100. 


.0 


1239 


10 


ADC97713 


Adc97713 Murine FL 




3 


178 


79. 


.1 


701 


2 


AAX2342 5 


Aax23425 Mouse TNR 




4 


32 


14 . 


.2 


898 


4 


AAS03964 


Aas03964 Expressio 




5 


32 


14 , 


.2 


1030 


2 


AAX23424 


Aax2 3424 Human TNR 




6 


32 


14 , 


.2 


1236 


2 


AAV4 7613 


Aav47613 TNF relat 




7 


32 


14 . 


.2 


1236 


4 


AAD04350 


Aad04 350 Human TRE 




3 


32 


14 . 


.2 


1306 


8 


ACC57 901 


Acc57901 Human TWE 




9 


32 


14 , 


.2 


1306 


10 


ADC35205 


Adc3 52 05 Human cDN 




10 


32 


14 , 


.2 


1306 


10 


AAD63 914 


Aad63 914 Human TWE 




11 


32 


14 , 


.2 


. 1306 


10 


ACC57587 


Acc 5 7587 Po lynuc 1 e 




12 


32 


14 . 


.2 


1353 


3 


AAA49717 


Aaa4 9717 Human PRO 




13 


32 


14 , 


.2 


1353 


6 


ABK4 0255 


Abk4 0255 cDNA enco 




14 


32 


14 , 


.2 


1353 


10 


ADJ37284 


Ad j 3 72 84 Human turn 




15 


32 


14 , 


.2 


1353 


12 


ADG682 08 


Add 682 0 8 Human PRO 




16 


32 


14 , 


.2 


1364 




ABK34 881 


Abk34 881 Human cDN 




17 


32 


14 , 


.2 


1373 


2 


AAVl 8 6 0 0 


Aavl 8600 Homo sar>i 




18 


32 


14 , 


.2 


1421 


2 


AAX56000 


AaxS6000 Human turn 

4*. W W w V w XXWIL1LW4.XX 




19 


10 


4 . 


.4 


408 


3 


ABX37032 


Abx3 7 03 2 Bovine ES 




2 0 


10 


4 . 


.4 


669 


3 


APA1 9172 


Aral 91 79 Prolcarvot 


Q 


21 


9 


4 . 


. 0 


14 9 


2 


AA033 963 


Aacj3 3 963 Downs trea 




22 


9 


4 , 


. 0 


434 




ABZ08449 


Abz0844 9 Human leu 


Q 


23 


9 


4 , 


.0 


562 


5 


AAF93579 


Aaf 93 57 9 Luna care 


Q 


24 


9 


4 . 


. 0 


2494 


10 


ADAS 3 03 9 


Ada5303 9 Human cod 




25 


9 


4 , 


.0 


2990 


4 


ABL28781 


Abl2 87 81 DrosoDhil 


Q 


26 


9 


4 , 


. 0 


3216 


3 


ABX34 63 0 


Abx3 4 63 0 Human mdd 




27 


9 


4 , 


. 0 


5637 


4 


ABL28780 


Abl2 87 80 Drosoohil 


Q 


2 8 


3 


3 , 


.6 


24 


2 


A AX 2 34 52 


Aax934R!? Moijcjp TNR 


Q 


29 


3 


3 . 


.6 


24 


2 


AAX23451 


Aax2 3451 Human TNR 


c 


30 


8 


3 . 


.6 


232 


5 


AAH81829 


Aah81829 Rat diffe 


C 


31 


8 


3 . 


.6 


252 


6 


ABN2 0417 


Abn2 0417 Human ORF 


C 


32 


8 


3 , 


.6 


295 


10 


ABX88172 


Abx88172 Corn ear- 


C 


33 


8 


3 . 


.6 


302 


10 


ADF85713 


Adf85713 Human ade 




34 


8 


3 , 


.6 


333 


10 


ADF03460 


Adf03460 Bacterial 


C 


35 


8 


3 , 


.6 


349 


10 


ADB55990 


Adb55990 Toxicity- 


c 


36 


8 


3 , 


.6 


351 


6 


ABL91276 


Abl91276 Chlamydia 




37 


8 


3 . 


.6 


353 


8 


ABX46862 


Abx46862 Bovine ES 




38 


8 


3 . 


.6 


369 


8 


ABX44905 


Abx44905 Bovine ES 




39 


8 


3 , 


.6 


374 


3 


AAA31469 


Aaa31469 Plant mic 




40 


8 


3 . 


.6 


380 


3 


AAA31422 


Aaa31422 Plant mic 




41 


8 


3 . 


.6 


387 


4 


AAL01759 


Aal01759 Human rep 




42 


8 


3. 


.6 


387 


4 


ABL97052 


Abl97052 Human tes 




43 


8 


3. 


.6 


388 


6 


ABN63130 


Abn6313 0 Human can 




44 


8 


3. 


.6 


393 


8 


ACA38154 


Aca3 8154 Prokaryot 


c 


45 


8 


3. 


.6 


396 


8 


ABX62757 


Abx62757 Arabidops 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 

Run on: December 21, 2004, 21:13:13 ; Search time 80.6962 Seconds 

(without alignments) 
1981.847 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09-245-198A-2 
225 

1 VLSLGLALACLGLLLVWSL . . PWAHLKAAPFLTYFGLFQVH 22 5 



Scoring table : 

Searched : 
Word size: 



OLIGO 

Xgapop 60.0 , 

Ygapop 60.0 , 

Fgapop 6.0 , 

Delop 6.0 , 

824507 seqs, 

1 



Xgapext 60.0 

Ygapext 60.0 

Fgapext 7 . 0 

Delext 7 . 0 

355394441 residues 



Total number of hits satisfying chosen parameters: 1643610 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Command line parameters: 
-M0DEL=f rame+ — p2n . model -DEV=xlh 

Q=/cgn2_l/USPTO_spool/US09245198/runat_20122 004_162225_1022 9/app_query . f asta 
82 

-DB=Issued_Patents_NA -QFMT=fastap -SUFFIX=olip2n . rni -MINMATCH=0 . 1 -LOOPCL= 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=oligo - TRANS =human4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=quality -THR_MIN=1 -ALIGN=15 - MODE = LOCAL 
-OUTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 00 0000000 
-USER=US09245198_@CGN_l_l_93_@runat_2 0122 004_162225_1022 9 -NCPU=6 -ICPU=3 
-NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 
-DEV_TIMEOUT=12 0 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=60 -XGAPEXT=60 -FGAPOP= 
-FGAPEXT=7 -YGAPOP=60 -YGAPEXT=60 -DEL0P=6 -DELEXT=7 

Database : Issued__Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB . seq : * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB . seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB . seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB. seq: * 

6 : / cgn2_6/ptodata/ 1/ ina/backf ilesl . seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 





No . 


Score 


Match Length 


DB 


ID 








Description 






1 


32 


14 , 


.2 


898 


4 


US- 


09- 


883 


-777-1 


Sequence 


1, 


Appli 




2 


32 


14 , 


.2 


1236 


3 


US- 


09- 


105 


-343A- 1 


Sequence 


1, 


Appli 




3 


9 


4 , 


. 0 


767 


4 


US- 


09- 


270 


-767-12088 


Sequence 


12088, A 


c 


4 


8 


3 , 


.6 


35 


4 


US- 


09- 


724 


-566A-98 


Sequence 


98, 


Appl 


c 


5 


8 


3 . 


.6 


295 


4 


us - 


09- 


313 


-294A-6632 


Sequence 


6632, Ap 




6 


8 


3 , 


.6 


333 


4 


us - 


09- 


543 


-681A-3745 


Sequence 


3745, Ap 


c 


7 


8 


3 , 


.6 


403 


4 


US- 


09- 


397 


-787-263 


Sequence 


263, App 




8 


8 


3 . 


.6 


433 


4 


US- 


09- 


513 


_999C_i829 


Sequence 


1829, Ap 




9 


8 


3 , 


.6 


537 


4 


US- 


09- 


252 


-991A-3995 


Sequence 


3995, Ap 




10 


8 


3 , 


.6 


541 


4 


US- 


09- 


669 


-751-56 


Sequence 


56, 


Appl 




11 


8 


3, 


.6 


555 


4 


us- 


09- 


252 


-991A-11482 


Sequence 


11482, A 




12 


8 


3 . 


. 6 


584 


4 


US- 


09- 


232 


-785-315 


Sequence 


315, App 


c 


13 


8 


3 . 


. 6 


644 


4 


US- 


09- 


636 


-215-752 


Sequence 


752, App 


Q 


14 


8 


3 , 


. 6 


644 


4 


us - 


09- 


685 


-166A-752 


Sequence 


752 


, App 


Q 


15 


8 


3 , 


. 6 


644 


4 


us - 


09- 


679 


-426-752 


Sequence 


752, App 




16 


8 


3, 


.6 


653 


4 


us - 


09- 


470 


-191-3 


Sequence 


3, 


Appli 


c 


17 


8 


3, 


.6 


810 


4 


US- 


09- 


248 


-796A-8173 


Sequence 


8173, Ap 


Q 


18 


8 


3 . 


. 6 


852 


4 


us- 


09- 


252 


-991A-3914 


Sequence 


3914, Ap 




19 


8 


3 . 


. 6 


1069 


4 


us - 


09- 


270 


-767-14553 


Sequence 


14553, A 




20 


8 


3 , 


. 6 


1131 


4 


us - 


09- 


252 


-991A-11460 


Sequence 


11460, A 




21 


8 


3 , 


. 6 


1158 


4 


us - 


09- 


984 


-334-2 


Sequence 


2, 


Appli 


Q 


22 


8 


3 , 


. 6 


1166 


4 


us - 


09- 


452 


-937A-33 


Sequence 


33, 


Appl 




23 


8 


3, 


.6 


1202 


4 


us - 


09- 


620 


-312D-97 


Sequence 


97, 


Appl 


Q 


24 


8 


3, 


. 6 


1272 


4 


us - 


09- 


252 


- 991A-4557 


Sequence 


4557, Ap 


Q 


25 


8 


3 . 


. 6 


1276 


4 


us - 


09- 


023 


-655-1091 


Sequence 


1091, Ap 


Q 


26 


8 


3 , 


. 6 


1287 


4 


us - 


09- 


548 


-372D-50 


Sequence 


50, 


Appl 


Q 


27 


8 


3 , 


. 6 


1287 


4 


us - 


09- 


548 


-367D-50 


Sequence 


50, 


Appl 


Q 


28 


8 


3 , 


. 6 


1287 


4 


us - 


09- 


551 


-853D-50 


Sequence 


50, 


Appl 




29 


8 


3 , 


. 6 


1287 


4 


us - 


09- 


416 


-90 IB- 50 


Sequence 


50, 


Appl 


Q 


30 


8 


3. 


.6 


1287 


4 


us - 


09- 


548 


-376D-50 


, Sequence 


50, 


Appl 




31 


8 


3 . 


. 6 


1287 


4 


us - 


09- 


794 


-927A-50 


Sequence 


50, 


Appl 




32 


8 


3 , 


. 6 


1287 


4 


us - 


09- 


548 


-373D-50 


Sequence 


50, 


Appl 


Q 


33 


8 


3, 


.6 


1287 


4 


us - 


09- 


795 


-847B-50 


Sequence 


50, 


Appl 


Q 


34 


8 


3 . 


.6 


1287 


4 


us - 


09- 


869 


-414-50 


Sequence 


50, 


Appl 


Q 


35 


8 


3 , 


.6 


1287 


4 


us - 


09- 


548 


-366F-50 


Sequence 


50, 


Appl 


c 


36 


8 


3 . 


.6 


1302 


4 


us - 


09- 


548 


-372D-25 


Sequence 


25, 


Appl 


c 


37 


8 


3, 


.6 


1302 


4 


us- 


09- 


548 


-367D-25 


Sequence 


25, 


Appl 


c 


38 


8 


3 . 


.6 


1302 


4 


us- 


09- 


551 


-853D-25 


Sequence 


25, 


Appl 


c 


39 


8 


3. 


.6 


1302 


4 


us- 


09- 


416 


-901B-25 


Sequence 


25, 


Appl 


c 


40 


8 


3 . 


.6 


1302 


4 


us- 


09- 


548 


-376D-25 


Sequence 


25, 


Appl 


c 


41 


8 


3 . 


.6 


1302 


4 


us- 


09- 


794 


-927A-25 


Sequence 


25, 


Appl 


c 


42 


8 


3 . 


.6 


1302 


4 


us- 


09- 


548 


-373D-25 


Sequence 


25, 


Appl 


c 


43 


8 


3 


.6 


1302 


4 


us- 


09- 


795 


-847B-25 


Sequence 


25, 


Appl 


c 


44 


8 


3 


.6 


1302 


4 


us- 


09- 


869 


-414-25 


Sequence 


25, 


Appl 


c 


45 


8 


3 


.6 


1302 


4 


us- 


09- 


548 


-366F-25 


Sequence 


25, 


Appl 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_jp2n model 

Run on: December 21, 2004, 21:10:13 ; Search time 3006.65 Seconds 

(without alignments) 
2726.939 Million cell updates/sec 

Title : US-09-245-198A-2 
Perfect score: 225 

Sequence: 1 VLSLGLALACLGLLLVWSL PWAHLKAAPFLTYFGLFQVH 22 5 



Scoring table: 



Searched: 
Word size: 



OLIGO 

Xgapop 60.0 
Ygapop 60.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 60.0 
Ygapext 60.0 
Fgapext 7 . 0 
Delext 7.0 



32822875 seqs, 18219865908 residues 
1 



Total number of hits satisfying chosen parameters: 65644295 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 



Command line parameters: 
-MODEL=f rame+_p2n . model -DEV=xlh 

Q=/cgn2_l/USPTO_spool/US09245198/runat_20122004_162224_10214/app_query. fasta_l. 7 
82 

-DB=EST -QFMT=fastap -SUFFIX=olip2n . rst -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=oligo - TRANS = human 4 0 . cdi -LIST=45 
-DOCALIGN=2 00 - THR_S CORE = qua 1 i t y -THR_MIN=1 -ALIGN=15 -MODE=LOCAL -0UTFMT=ptO 
-N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 00000000 0 

-USER=US09245198_@CGN_l_l_43 85_@runat_2 0122 004_1622 24_10214 -NCPU=6 -ICPU=3 
-N0_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 
-DEV_TIMEOUT=12 0 -WARN_TIME0UT=3 0 - THREADS =1 -XGAPOP=60 -XGAPEXT=60 -FGAP0P=6 
-FGAPEXT=7 -YGAPOP=60 -YGAPEXT=60 -DELOP=6 -DELEXT=7 

Database : EST:* 



1 


gb_estl : 




2 


gb_est2 : 


* 


3 


gb_htc : * 




4 


gb_est3 : 


★ 


5 


gb__est4 : 


★ 


6 


gb_est5 : 


* 


7 


gb_est6 : 


* 


8 


gb_gssl : 


* 


9 


gb_gss2 : 


* 



Pred. 



No. is the number of results predicted by chance to have a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


x / o 


7 R 
/ o 


. 2 


74 8 


7 


PN9 7 f) 7 R 1 
/ u /ox 


PN9 7 0 7 R 1 


1 7 000SQQQ 
x / \j \j yj »j y y y 


2 


160 


7 1 


> i 


2237 


3 


7 R 7 

\J *± *± J O / 


AKO A A ^ R7 


Miic imiQrn 

1*1 LLO L I L Li. O LI 


7 


1 Sfl 


70 


9 


4 82 


q 


pnfic-a 9 c 7 


PPrfi R ^ 9 R7 


OCJTA 1 RAO 7 


4 


158 


70 


. 2 


620 


7 


V— ±\_ \J £t J V/ J 


PKfi9 SOS? 


m"i9Rp10 v 


c 


X*± J 


£7 


• o 


OOJ 


D 


RV749 900 

OX /1ZZOO 


"RV7 A 9 9 fl R 
IJ X / rzZZOO 


DV7 a 9 9 fl fl 

OX / I^ZOO 


D 


XI J 


fi7 


• D 


1 07*} 

X \J J -J 


•a 


AK090<50 Q 


ATC09 0 QO Q 


Mil c mnapil 


7 

/ 


17 7 

X J o 




*1 
. X 


7Qfl 

/ -7 v 


7 
/ 


poc c qq q n 


POS S QQ Q 0 

V-WOO_7j7j7VJ 




P 
o 


171 

lJ X 




9 


-7 J -7 


D 


ncQ a qoi 1 

V_O01-7UXX 


PRR4Q01 1 


MP A - 0fi7 7 


Q 
-7 


1 9 Q 

X^ -7 


S 7 


7 


S fl A 


9 
z 


aWQI 7 c, 7 A 

nri -71 / J / *± 


AWQ1 7 c 7 a 

i-irV-7 X / j / *± 


T?GT7 A R R7 R 


1 0 
x u 


1 9 fl 
x^ o 


J D ■ 


q 


-POX 


9 




w / 0 0 z 0 / 


iiT"70HOq \r 
UX / U LIU -7 . y 


T 1 
-L X 


19 7 

X 1 


-J D 


A 




7 

1 


PO R 7 9 ^ R 1 

wj / ^ J O X 


PPjS 7 9 7 R 1 
v^wo / z 0 O X 


APtFNPPjTTRT 


1 9 


19 7 

X^ 3 


A 


7 


ft Q9 

O -7 Z. 


0 


PR9 OAR fi 1 


PR9 OA flfi 1 




1 7 
X J 


1 1 Q 
XX-? 


S 9 
3 z 


q 

. _7 


^ fin 


9 
z 


T3T?fi 1^ A R 7 fi 
OLD O fx O / O 


PT?fi C A R7 fi 


ttt - m - nun - 

U X 1*1 DnU 


1 A 


lift 
X X o 


S 9 


A 


Q1 fl 


9 


T5T?c: 77 7 p -1 

DP 3 / / /OX 


cpc 77 7 0 T 

xj 17 3 / / /OX 


fk 09 0 Q9 0 fl 0 


X o 


i i T 

XX/ 


CO 
3 Z 


a 
• u 


A QA 


Q 
-7 


mc; Q£7 09 

LUJ -7 O / \J Z 


pnc qC7 n 9 
Luj ^7 0 / u z 


ACT? CQOTd 


X o 


1 1 T 
XX/ 


O Z . 


A 

. \j 


c 4 o 


Q 
-7 


pnRfi c; i oa 

Loj D D X U ft 


LuD D D X U ft 


VJO 1 XOj70Dft 


1 7 
X / 


lit; 


o x 


. X 


7 A Q 
J -7 


ZT 
O 


CI / OOftZU 


TJ V7 fi fi A 9 fl 

di / ooftzu 


Oi / ODftZU 


1 Q 
X O 


xx U 


4 Q 
4 O 


Q 


A A C. 


X 


AAo / U / Z Z 


Mb / U / Z z 


VqZ ogU / • x 


1 Q 

x y 


i no 


A P 


. ft 


b yz 


/T 
D 


DX / 4oi7bZ 


"D V*7 A QQCO 
15 X / 4 0 y OZ 


TJV7A QQCO 

is! / ftoybz 


9 o 

Z U 


i a 9 
X u z 


ft D 


. J 


j x D 


Z 


or ft 0 O -> Z X 


or ft 0 0 o Z X 


TTT M PPfln 


9 1 


Q P 
y O 


A 1 
ft J 


. D 


j j 1 


Q 


op c q n r\ a q 


ibo yuuuy 


PC r T9A9 QO C 

Uo X Z4 z yz D 


9 9 
Z Z 


/ 


A 1 


T 

. X 


A 7 1 
ft / X 


X 


ArtZ Z X O X U 


AH.Z Z X O X U 


in y loQuy . x 


9 7 
Z J 


j7 / 


A 7 


. X 


fi t; n 


ft 


DHyl n A P *a fi 
ooft U ft O J 0 


OP A A A Q 1 ^ 
■Dkjfl U ft O J O 


CA9A9A1 CO 
O UZ ft Z U X 0 u 


9 A 
z 1 


fl £ 
O O 


7 fl 


9 
. z 


J J7 J 


q 


PP. A Q 1 0 A A 
V^oft J7 J Uft ft 


P^!A q 7 O A A 
k-ofl y j Uft ft 


ACT^ 1179 
VJO 1 jll / z 


9 R 
Z D 


PA 
Oft 


7 7 


. j 


A 7 A 


A 
ft 


pTQCCI 7A 
Dl JU 31 / ft 


tsiyoDi / ft 


iuj ft e u / . y 


Z D 


O fr 


7 7 


•3 
. J 


7 7 R 


D 


LDj / Z O X O 


PDC 7 9 £ T p 
/ Z O X O 


APTJMPPTTDT 1 
H\J Et IN L. (J U K X 


9 7 
Z / 


p o 


7 c 


, b 


jOI 


A 
ft 


*DT71Pfi*aA 


OX / JOOjft 


/rn77t;PPAC 
OUjJDOOftO 


9 P 
Z O 


7 P 
/ O 


7 A 

j ft , 


n 

, 1 


A 9 A 
ft Z *t 


q 




PP CQICQQ 


Uo X Z D X u 0 / 


9 Q 
Z -7 


"7 7 


7 A 
-3ft 


. Z 


9 £ Q 
Z D -7 


q 


PP C ^ A 9 P "7 
V^VaD Oft Z O / 


PP C C A 9 P "7 
LbD 0 ft Z O / 


AQT1 P P 9 Q A 


7 n 


n c 
1 o 


"3 7 


Q 

. o 


A 9 A 
ft Z ft 


Q 

J7 


PP CI OT7Q 
Luj XZ J / i7 


PP CI 9 7 *7 Q 

tub xz j / y 


Uo X bo z 0 x 


3 1 


76 


3 3 


. 8 


805 


7 


C03 93 62 1 


C0393621 


AGENCOURT 


32 


74 


32 . 


.9 


554 


9 


CG629394 


CG629394 


OST341515 


33 


70 


31. 


.1 


774 


7 


CO574209 


CO574209 


AGENCOURT 


34 


65 


28, 


.9 


533 


2 


BE628951 


BE628951 


uu30c03 .y 


35 


60 


26. 


.7 


687 


5 


BQ208433 


BQ208433 


UI-R-EP0- 


36 


58 


25. 


.8 


493 


2 


BE307031 


BE307031 


601087888 


37 


57 


25. 


.3 


403 


9 


CG548201 


CG548201 


OST149561 


38 


56 


24 . 


.9 


352 


9 


CG543056 


CG543056 


OST138358 


39 


52 


23 . 


.1 


418 


9 


CG611020 


CG611020 


0ST295426 


40 


52 


23 


.1 


731 


9 


AG517989 


AG517989 


Mus muscu 


41 


51 


22 . 


. 7 


487 


2 


AW320117 


AW320117 


unl7b02 .x 


42 


48 


21. 


.3 


342 


1 


AA637970 


AA637970 


vr30al0 . r 


43 


46 


20, 


.4 


558 


4 


BM484863 


BM484863 


538865 MA 


44 


45 


20, 


.0 


621 


9 


CG584545 


CG584545 


OST230701 


45 


43 


19, 


. 1 


776 


9 


AG477136 


AG477136 


Mus muscu 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - nucleic search, using f rame_ plus _jp2n model 



Run on: 



December 21, 2004, 16:43:23 



; Search time 4057.12 Seconds 
(without alignments) 
2622.595 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09-245-198A-2 
1162 

1 VLSLGLALACLGLLLVWSL 



PWAHLKAAPFLTYFGLFQVH 225 



Scoring table: 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



4526729 seqs, 



23644849745 residues 



Total number of hits satisfying chosen parameters: 



9053458 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-MODEL=frame+_p2n .model -DEV=xlh 

Q=/cgn2_l/USPTO_spool/US09245198/runat_20122004_162203_9562/app_query.fasta_l .78 
2 

-DB=GenEmbl -QFMT=fastap -SUFFIX=p2n . rge -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL 
-OUTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 000000000 
-USER=US09245198_@CGN_l_l_423 6_@runat_2 0122 004_1622 03_9562 -NCPU=6 -ICPU=3 
-NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 -WARN_TIME0UT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP =6 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : GenEmbl : * 



1: 

2 : 

3 : 

4 : 

5 : 

6 : 

7 : 

8 : 
9: 
10 



gb_ba : * 
gb_htg : * 
gb_in : * 
gb_om : * 
gb_ov : * 
gb_pat : * 
gb_ph : * 
gb_pl : * 
gb_pr : * 
gb_ro : * 



11: gb_StS:* 

12: gb_sy:* 

13: gb_un:* 

14 : gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 





x 


1162 


100 


o 


1168 


6 


RD0 62 7 57 

X>X/ \J O Z> / J / 


BD062757 


A tumor n 




o 




1 00 


\j 


1 97 Q 


1 0 

X \J 


AT?0 7 010 0 
r\r U J U J. v u 


AF030100 Mus muscu 




3 


1134 


97 


5 


1576 


10 


RP07 91 07 

X5 \— VJ / -7 X VJ 1 


BC079107 Rattus no 




4 


112 6 


96 


9 


750 


10 


AY607 5ft ft 


AY607588 Rattus no 




5 


102 0 


87 


3 


123 6 




ar 1 4 04 07 


AT? 14 04 0 7 


SPCTUPTirP 

tJ CUUC 1 1 V_* 






102 0 


87 


s 
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c 44 109.5 9.4 108967 9 AL353138 
C 45 109 9.4 166863 2 AC150140 



AL353138 Human DNA 
AC150140 Gallus ga 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - nucleic search, using f rame_j?lus_j)2n model 

Run on: December 21 # 2004, 16:40:38 ; Search time 452.848 Seconds 

(without alignments) 
2608.203 Million cell updates/sec 

Title : US-09-245-198A-2 
Perfect score: 1162 

Sequence: 1 VLSLGLALACLGLLLVWSL PWAHLKAAPFLTYFGLFQVH 22 5 



Scoring table: BLOSUM62 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 



Searched : 



4134886 seqs, 2624710521 residues 



Total number of hits satisfying chosen parameters: 



8269772 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-M0DEL=f rame+_p2n . model -DEV=xlh 

Q=/cgn2_l/USPTO_spool/US09245198/runat_2 0122 0 04_1622 03_954 5/app_query. fasta_l 
2 

-DB=N_Geneseq_23Sep04 -QFMT=fastap -SUFFIX=p2n. rng -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS = human4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 
- MODE = LOCAL -OUTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 000000000 
-USER=US09245198_@CGN_l_l_586_@runat_20122004_1622 03_9545 -NCPU=6 -ICPU=3 
-N0_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=10 0 -LONGLOG 

-DEV_TIMEOUT=12 0 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAP0P= 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



Database : N_Geneseq_2 3Sep04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4: geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9 : geneseqn2 003bs : * 

10 : geneseqn2003cs : * 

11 : geneseqn2003ds : * 



12 : geneseqn2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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No. Score Match Length DB ID Description 



1 


1162 


100 


. 0 


1 1 fift 

-1 — LOO 


2 


AAV1 PRQQ 


t\cLvj.ozjyy i*i Li o uilxo^ li 


9 

Z 


1 1 69 

X X O Z 


i no 

X \J \J . 




1 O-IQ 

x z o y 


i o 


ADPQ771 7 

inX> V_ J7 / / 1 J 


i-iLlO -7 / / X J 1 V 1LLX X11C r J_J 


3 


1089 


-7 J < 


t 7 


701 


7 
Z 


A7\Y7 O A9 R 
nnAZ JlZ j 


ndA Z O ft Z 3 1 Y 1VJ UoC X 1M X\. 


A 
ft 


1020 


ft 7 


Q 
. O 


Xz J O 


o 
z 


A AT7A 7C1 1 
AAVft / oIj 


A=str/1 7^T1 "3 rp"KTTr vol 

Aavft / oij iJNr rexac 


C 


1020 


ft 7 

o / . 


O 
• O 


xz o o 


A 


AAJJUfi j J U 


2\ar1nA"5 trfl Unman TD T? 




1020 


R7 


ft 


lJUD 


p 

o 


appq 7 qfl 1 


nuLJ / y\JX nillltclXX 1 WCi 


7 


1020 


ft 7 


p 
• o 




X V 


anr^ R9 n r 


nUL j jZU J niXlllctll C'UIM 


p 
o 


1020 


ft 7 


p 


1 706 

lJUD 


X u 




M.CIU.D j y X ft n LlLLlclll 1 Will 


Q 
y 


1020 


ft 7 
o / 


p 
■ o 




i n 

X u 


APPC? c p 7 
^_ 3 /Dot 


ALLD / DO / rOiyilUClc 


10 


1020 


R7 


p 


1 7 R 7 




A AAA Q7 1 7 


AaaAQ717 TTnman DPH 
>i.clcl*± y / X / nU.Uld.Il ri\U 


]_ 1 


1020 


ft 7 

o / . 


p 


1 TCI 
IJ J J 


*r 
o 


ZiRPfA f>9 R c 

nD IN. 4 ! J J 




1 9 

-L Z 


1020 


ft 7 

o / < 


p 


1 TCT 
1j JJ 


i n 

X u 


Anj'i 7 9 ft A 


ACiJ j / z Oft nUluall Lum 


1 ^ 

x j 


1020 


P7 


p 


1 OCT 


1 9 

xz 


Anne q 9 ri q 


BHrr^ft9riP Unman DDA 


1 A 
Xft 


1020 


Q 7 


Q 

. o 


X J O ft 


O 


jpifJ A Q P 1 
AliJ\J fi 0 O X 


AUlrT / QQ1 TJl i m -3 T-t /-I TTNT 

adkj4oox riuman cjjn 




1020 


Q 7 


o 
. o 


1 i / j 


z 


AAV Xo o U U 


Aavxbouu riomo sapi 


-L D 


1020 


Q 7 


Q 

. o 


14 7 1 
Xft Z X 


o 

z 


AAAO DUUU 


AdXbouuu riuman cum 


1 7 
J. / 


951 


ft 1 

O X , 


Q 

. o 


R q P 

O i7 0 


A 


AACm QCZA 
AAo U J i? D ft 


AdSUJ!7b4 riXpreSSlO 


1 P 


951 


P 1 

O X . 


Q 

. o 


1U j U 


z 


AAAz J 4 z4 


Aaxzj4z4 riuman ijnk 


1 Q 

J. y 


348 


7 Q 

z y , 


q 
. y 


a n p 

ft U O 


p 
o 


AI5A J / U O z 


ADXj /UJz riOVXne Hib 


9 n 
z u 


121 


.5 


1U . 


c 

. D 


1 7 7 P 
XZ / O 


p 


AUAft o O O z 


Acafioojz i*roKaryou 


9 1 

Z X 


113 


.5 


q 

y < 


O 
. O 


9 1 A ft 
Z Xft D 


D 


anTf i 1 cpn 

AI5I\.X IDOU 


aijkxxdou ujna encoa 


9 9 
Z z 


111 


Q 

y , 


£T 
. O 


19 9 1 
Xz z X 


D 


A-Dxri i cn q 


ajjkxxd / y ujma encoa 


9 

Z -3 


110 


.5 


q 

y , 


> D 


Q7 ft 


A 
ft 


ZVRT 9 1 A 7 7 
ACXjZ Xft / J 


Ajjxzxft/j jjiosopmi 


9 4 
Z ft 


109 


.5 


q 

y , 


A 
, ft 


19 19 
Xz X z 


i n 
x u 


Anno q c q 7 
AXJJJz yoyZ 


Aaazyoyz riuman uum 


9 R 
z o 


106 


.5 


q 

y , 


> Z 


1 r-irt 
J.O j U 


z 


A AT7A 1^77 
nn V fi X J / / 


Aavft xj / / iNr jvd rec 


9 

z o 


106 


.5 


q 

y . 


> z 


IojU 


o 

z 


A A\7A 1 *} 7 1 
AAV ft X J / X 


AaVftXJ/X l\lr _ Kr3 icC 


9 7 
z / 


106 


.5 


q 

y < 


. z 


IojU 


o 
z 


a Am ciin 

AAUX D jIU 


Aaaxojxu Murine re 


28 


106 


.5 


9 ( 


. 2 


163 0 


4 


AADO ft 7 1 4 


AaHHft714 Mnri np t**=* 

n.CLULL' 0/X*x 1MLLXX11C XC 


29 


106 


.5 


9. 


.2 


1630 


4 


AAD05903 


Aad05903 Murine RA 


30 


106 


.5 


9. 


.2 


1630 


6 


AAD43212 


Aad43212 Mouse RAN 


31 


106 


.5 


9. 


.2 


1630 


9 


ADB16985 


Adbl6985 Murine re 


32 


106 


.5 


9. 


.2 


1630 


10 


ADC72999 


Adc72 999 Murine RA 


33 


106 


.5 


9. 


.2 


1630 


10 


ADC78265 


Adc78265 Murine RA 


34 


106 


.5 


9. 


.2 


1630 


10 


ADG46720 


Adg4672 0 Murine RA 


35 


106 


.5 


9. 


.2 


3878 


4 


AAD05230 


Aad0523 0 Human sec 


36 


106 


.5 


9, 


.2 


3878 


10 


ADA56393 


Ada563 93 Gene enco 


37 


106 


.5 


9, 


.2 


4034 


4 


AAH93868 


Aah93868 P553S cDN 


38 


106 


.5 


9. 


,2 


4034 


4 


AAS64040 


Aas64 04 0 Human pro 


39 


106 


.5 


9, 


.2 


4034 


5 


ACA59848 


Aca59848 Prostate 


40 


106 


.5 


9. 


.2 


4034 


6 


ABL95411 


Abl95411 Human P55 


41 


106 


.5 


9. 


,2 


4034 


8 


ACC95575 


Acc95575 Prostate 


42 


106 


.5 


9. 


,2 


4034 


10 


ADB14154 


Adbl4154 Human pro 


43 


106 


.5 


9. 


.2 


4034 


10 


ADG26570 


Adg2 6570 Human pro 


44 


106 


.5 


9. 


.2 


4894 


4 


AAH93866 


Aah93866 P553S cDN 


45 


106 


.5 


9. 


2 


4894 


4 


AAS64038 


Aas64 03 8 Human pro 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_jp2n model 



Run on: 



December 21, 2004, 16:42:43 ; Search time 3007.12 Seconds 

(without alignments) 
2726.509 Million cell updates/sec 



Title: 

Perfect score : 
Sequence : 



US-09-245-198A-2 
1162 

1 VLSLGLALACLGLLLVWSL 



PWAHLKAAPFLTYFGLFQVH 225 



Scoring table: 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



32822875 seqs, 18219865908 residues 



Total number of hits satisfying chosen parameters: 



65645750 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- MODEL = f r ame p 2 n . model -DEV=xlh 

Q=/cgn2_l/USPTO_spool/US0924 5198/runat_2 0122004_162203_9569/app_query.fasta_l 
2 

-DB=EST -QFMT=fastap -SUFFIX=p2n . rst -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL 
-OUTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 00000 0000 
-USER=US09245198_@CGN_l_l_4 3 85_@runat_2 0122 004_1622 03_9569 -NCPU=6 -ICPU=3 
-N0_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 -WARN_TIME0UT=3 0 - THREADS- 1 -XGAPOP=10 -XGAPEXT=0.5 - FGAPOP = 
-FGAPEXT =7 -YGAPOP=10 -YGAPEXT=0.5 -DEL0P=6 -DELEXT=7 

Database : EST:* 



1 
2 
3 
4 
5 
6 
7 
8 
9 



gb_estl : * 
gb_est2 : * 
gb_htc : * 
gb_est3 : * 
gb_est4 : * 
gb_est5 : * 
gb_est6 : * 
gb_gssl : * 
gb_gss2 : * 



Pred. No. is the number of results predicted by chance to have a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 
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.5 


704 


7 


CK357507 


CK357507 


AGENCOURT 


41 


633 


54 . 


.5 


554 


9 


CG629394 


CG629394 


OST341515 


42 


632.5 


54 . 


.4 


471 


1 


AA221610 


AA221610 


myl8d09 ,r 


43 


629 


54 . 


.1 


650 


4 


BG404836 


BG404836 


602420160 


44 


621 


53 . 


.4 


360 


2 


BE654876 


BE654876 


UI-M-BH0- 


45 


610 


52 . 


.5 


785 


4 


BI762908 


BI762908 


603047966 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table; 



Searched: 
Word size 



December 21, 2004, 08:48:53 ; Search time 3514 Seconds 

(without alignments) 
10052.762 Million cell updates/sec 

US-09-245-198A-3_COPY_106_852 
747 

1 atggccgcccgtcggagcca tcggactcttccaggttcac 747 

OLIGO_NUC 

Gapop 60.0 , Gapext 60.0 
4526729 seqs, 23644849745 residues 
0 



Total number of hits satisfying chosen parameters: 9053458 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Database : GenEmbl : * 

1 : gb_ba : * 
2 : gb_htg : * 
3 : gb_in : * 
4 : gb_om : * 
5 : gb_ov : * 
6 : gb_pat : * 
7 : gb_ph : * 
8 : gb_pl : * 
9 : gb_pr : * 
10: gb_ro:* 
11: gb_StS:* 
12: gb_sy:* 
13: gb_un:* 
14 : gb_vi : * 

Pred. No. - is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 



1 
2 
3 



747 
747 
696 



100.0 
100.0 
93 .2 



1306 
1373 
1353 



9 
6 
6 



AF030099 
BD062758 
AX201324 



AF030099 Homo sapi 
BD062758 A tumor n 
AX201324 Sequence 



4 


696 


93 , 


. 2 


1353 


9 


AY358 87 0 


AY3 58870 Homo sar>i 


5 


696 


93 . 


. 2 


1368 


9 


AF0 55 872 


AF 0 55 8 72 Homo s an i 




696 


93 . 


. 2 


142 1 




BD090952 


BD0 90 952 Ado -3 lia 


7 


622 


83 . 


. 3 


1236 




AR140407 


AR140407 Seauence 


8 


622 


83 . 


. 3 


1236 




BD057124 


BD057124 Member of 


9 


621 


83 . 


. l 


898 




AX180714 


AX180714 Sequence 


10 


498 


66 . 


. 7 


1816 


9 


AY081051 

X w ^ JL v JL 


AY0 81051 Homo sapi 


11 


311 


50 , 


. 5 


1615 


9 


BC071837 


BC071837 Homo sapi 


12 


373 


49 . 


, 9 


1642 


9 


BC019047 

JLJI %■# V -L» V ~ / 


BC019047 Homo s ap i 


13 


201 


26 , 


, 9 


218485 


2 


AC127470 


AC127470 Pan troal 


14 


160 


21 . 


, 4 


60268 

V V U W V 


9 


AC016876 


AC 016876 Homo s ap i 


15 


80 


10 . 


, 7 


201 


11 


B V2 02 8 8 8 

JLJ V w u U ^ U 


BV2 02 8 88 sanm21025 


16 


72 


9 , 


. 6 


751 


11 


BV166827 

J_? V J. W vj vj ^* / 


BV166827 TNFSF12 2 

V X VJ VJ VJ ^ / X Is* J. kj i. J- £i £i 


17 


64 


8 , 


, 6 


750 


10 


AYS 075 8 8 

J. \J \J f -J U u 


AY6075 88 Rattus no 

XX X VJ VJ / -*J VJ VJ XV t4 L.V>U0 X X V*J 


18 


64 


8 . 


. 6 


123 9 


10 


AFO 1010 0 
fir ujuiuu 


AF030100 Mile: mucsr'T] 


19 


64 


8 . 


. 6 


1576 


10 


BC079107 


BC079107 Rattus no 


2 0 


64 


8 , 


. 6 


130254 


2 


AC136195 


AC136195 Rattus no 

Zi. X J VJ X J J X\. CA V_ Vw IwX O X X V*J 


2 1 


64 


8 . 


. 6 


165316 


2 


AC119115 


AC119115 Rattus no 

-L. -L. ^ / -X. J- «J XV. tX V_ V^- VwX kj XX VJ 


22 


64 


8 . 


. 6 


180222 

J- w V ^4 4 


2 


AC13 0192 


AC13 0192 Sus scrof 


23 


64 


8 , 


, 6 


203083 

^ V,/ w W *+J 


2 


AC069459 


AP0 6 94 5 9 Miiq nrm espu 


24 


64 


8 , 


, 6 


223877 


2 


AC098923 


AC0 9892 3 Rattus no 


25 


64 


8 , 


. 6 


225077 


2 


AC13 6563 


AC136563 Rattus no 


26 


64 


8 , 


, 6 


234182 


10 


AL603 707 


AL603707 Mouse DNA 


27 


58 


7 , 


. 8 


148555 


2 


AC12692 1 


AC126921 Bos tauru 

JL u w — x ^ JL JLV ^J 1 LA JU ^A 


2 8 


58 


7 , 


. 8 


176258 


2 


API 2 692 5 


An 26925 Tanis fam 

nv< j. £ u j & j v^ an j. ij Xiditi 


2 9 


53 


7 t 


, i 


149736 


2 


AC12623 9 


AC126239 Felis cat 


3 0 


50 


6 . 


, 7 


50 




AX2 013 95 


nAfivij j j ijcv^uciivc 


3 1 


50 




t 7 


50 




RD090954 

Lj VJ J U y J ^ 


XJ i-/ U J U ^ J ^ '"f' vJ -J _L _l y 


32 


46 


6 , 


. 2 


1168 




BD062757 


BD 0 62 7 57 A tumor n 

XJ X~/ VJ VJ 1 ~J f Xi L^UilllVu/J. X X 


33 


44 


5 


, 9 


212 093 


2 


AC12 62 37 

nL i. ii u 6 J / 


AC126237 Panis fam 


34 


3 1 


4 t 


, i 


234801 


2 


AC1183 09 


AC118309 Rattus no 

*i- V— * J. J. VJ — * \/ *t XN. t*. V<V>VXW 11VJ 


35 


24 


3 . 


. 2 


40 




BD090955 


BD090955 Ano-3 lia 

xj X-J vj -J vj _/ _/ n kJ v_j ^ -X. -X. ^ 


3 6 


22 


2 . 


, 9 


1005 




AX6958 86 


AX695ftft6 S^nu^TiP^ 

n/i vj — j »j vj vj vj ucu uciiv>c 


37 


22 


2 . 


, 9 


1173 


1 


AF182 516 


AF1 8251 6 Pspndnmon 


38 


22 


2 . 


, 9 


2 942 




AX 6 9 5 8 8 5 


AX695RR5 Sprnipnrp 




z z 


z , 




z y*t z 


J. u 


lYl]y| U Z 3 U / Z O 


z o u / z J i v ius muscu 


40 


22 


2 . 


. 9 


3579 


10 


AK122415 


AK122415 Mus muscu 


41 


22 


2 . 


. 9 


3642 


10 


BC046524 


BC046524 Mus muscu 


42 


22 


2 . 


.9 


10989 


10 


AF450138S4 


AF450141 Mus muscu 


43 


22 


2 . 


.9 


50295 


6 


AX695884 


AX695884 Sequence 


44 


22 


2 . 


.9 


136916 


8 


AC133398 


AC133398 Oryza sat 


45 


22 


2 . 


.9 


209068 


10 


AL603868 


AL603868 Mouse DNA 



GenCore version 5.1.6 
Copyright (c) 1993 - 2 004 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 



Sequence : 



December 21, 2004, 06:22:53 ; Search time 477 Seconds 

(without alignments) 
8220.791 Million cell updates/sec 

US-09-245-198A-3 COPY 106 852 



Perfect score: 747 



1 atggccgcccgtcggagcca tcggactcttccaggttcac 747 



Scoring table : OLIGO_NUC 

Gapop 60.0 , Gapext 60.0 

Searched: 4134886 seqs, 2624710521 residues 

Word size : 0 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



8269772 



Post-processing: Listing first 45 summaries 



Database : N_Geneseq_23Sep04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3: geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8: geneseqn2003as : * 

9 : geneseqn2 003bs : * 

10 : geneseqn2003cs : * 

11 : geneseqn2003ds : * 

12 : geneseqn2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
NO. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


747 


100 


.0 


1306 


8 


ACC57901 


Acc57901 Human TWE 


2 


747 


100 


.0 


1306 


10 


ADC35205 


Adc3 52 05 Human cDN 


3 


747 


100 


.0 


1306 


10 


AAD63914 


Aad63914 Human TWE 


4 


747 


100 


. 0 


1306 


10 


ACC57587 


Acc575 87 Polynucle 


5 


747 


100 


.0 


1373 


2 


AAV18600 


Aavl8600 Homo sapi 


6 


696 


93 


.2 


1353 


3 


AAA49717 


Aaa4 9717 Human PRO 



7 


9fi 

D -7 D 


93 


9 
> z 


1 3R3 




ARK4 09 R R 

riD I\.*± HZ JJ 


AHlc4 09RR r'TTNTA pnrn 


ft 

o 


696 
D J D 


93 


9 
• z 


1 3R3 

-L J J J 


10 


AD t T^7 9 ft 4 

/^X/U J / z o *± 


AH"i7 79ft4 Wnman t~nm 


Q 


6 96 
D D 


93 


9 
• z 


1 OCT 

J. O J J 


1 9 
X z 


annfi ft 9 n ft 


AHafift 9 0 ft Human PPO 


J. V 


696 

D ^ D 


93 


9 

. Z 


1 364 

X J O *± 




A 13 l^O 4 ft ft 1 
fiDIVO lOOX 


Abk14ftft1 Human rDlsi 


1 1 
J. X 


6 96 


93 


9 
> z 


1491 

X*± Z X 


9 
z 


A A VC C. A A A 
i-1-rLA.O DUUU 


Aav^fiOOO "Human t~nm 


1 9 
xz 


£9 9 

DZZ 


ft 7 




1 9 3 6 


9 
z 


a A\74 7fi 1 ^ 


Aav4 761*^ TMP "re^lai- 


13 


622 


83 


. 3 


1236 


4 


AAD04350 


Aad043 50 Human TRE 


14 


621 


83 


, x 


898 


4 


AAS03 964 


Aac;01964 ExDressio 


15 


573 


76 , 


, 7 


103 0 


2 


AAX23424 


Aax2 3424 Human TNR 


16 




ft 


. 6 


1 9*3 9 

X Z J _7 


10 


ADC977 1 1 


Adr 97713 Murine F"L 




RO 




t 7 




9 
z 


A AVE* 6 0 09 


Aav c: »6009 Human t*um 


1 ft 


^0 


D . 


t 7 






AAA4 97^ 9 


Aaa4 97 32 Human PRO 


1 9 

X -7 


^0 


£Z 

D . 


7 


^ o 


D 


ARTC4 0 9 99 


AHV409Q9 Ol "i oonnrl 


z u 


R0 


D . 


t 7 


c a 

•j \j 


i o 

X \J 


AT-\.TO 7*3 C C 
inX/U J / J _) J 


A(in373 tr i c: i Tnmnnr 1~h 

1 J / J J J J- LALIIU CI X- L, 11 


9 1 
z X 


o 


o . 


7 


^ o 


1 9 
X z 


Anrjc Q 9 7 Q 

ZiiJuD 0 Z /J? 


AHrr£ft97Q Human DPO 


9 9 
z z 


4 6 


D . 


9 
> z 


701 
/ U X 


9 
z 


A AY9 7 4 9 R 


A^y9349^ Mnncp TWP 


9 3 
z o 


4 6 


6 


. 2 


116 8 


2 


A AVI ft R99 

firt. V X O J ^ J 


na V X O J J 11 LI o 1 11 LI o L^ LX 


24 


3 6 


4 


. 8 


4 0 8 


g 


ADYO 7A-3 9 
rLDAJ / w J Z 


AViv3 7039 Rnvi np 

nUAJ / U DL*V X-i O 


25 


24 


3 


. 2 


24 


2 


AAYO O A C -1 
ftttA^ J ^ -J X 


Aav934R1 Human TNR 


2 6 


24 


3 


. 2 


24 


2 


AAX9 ^ 4 R 0 


Aav934R0 Human TMR 

f^.CL^\.^j J *I J \J 1 1 LI 1 1 LCI 1 1 J.J.MXV 


2 7 


24 


3 


. 2 


4 0 


2 


AAXRfiOO*^ 


AavR6003 Human "hum 

nCIA J O U V J XI Ull LCI J-l L^LiLLI 


28 


22 


2 


. 9 


1005 


9 


ADA09 99S 


Ada0999R Mnncip Sen 


9 9 

Z -7 


22 


2 


Q 

> -? 




1 0 

X \S 


ADR79 7 ^ ^ 


AdVi79733 Mm icp Opn 


3 fl 


99 

Z Z 


9 

z , 


Q 

> -7 


i no r 
j. \j \j j 


1 0 


A[)fQ C/TC 
inXV^O^jl / 3 


nu.tvOQrt / w> i*i Lj Hoc ocp 


3 1 
J X 


9 9 
z z 


9 
z < 


Q 
> -7 


i no r 

1UUJ 


1 9 
X z 


ADM74 R QO 


A/^m74^QO Mnri no 3 


3 9 
o z 


9 9 
z z 


9 

z < 


Q 
» -7 


9 Q4 9 

Z j7*r Z 


Q 

J7 


AHA 09 Q Q4 




7 3 


9 9 
z z 


9 

z , 


Q 
» -7 


9 94 9 

Z -7r± Z 


1 0 
X \J 


ATl'R7 9 7^9 
rLUD / Z / J Z 


-M.Li.iJ / Z / jZ I'lUUDC Ocp 


34 


99 

Z Z 


9 

z . 


Q 
• -7 


9 949 

Z _7 *± Z 


1 0 

X \J 


Anno qA 74 


AHoftR474 Mot icp Cpn 

riUL> O D 1 / I I IUUdC OCp 


35 


22 


2 


, 9 


2 942 


12 


ADM74 R89 
nun / ^ jo j 


AHm74Rfi9 Miit"! np r*a 

A.L4.1U / ^ ~J O J 11 Li. J- i.UC V_« d 


3 6 


22 


2 


Q 


R09 9 R 


Q 


ADA09 9 9**. 


AHa09993 Mm icp Q(=»"n 


37 


22 


2 , 


t 9 


502 95 


10 


ADR7273 1 


Adb72 7 3 1 Mouse Sen 


3 8 


22 


2 , 


, 9 


50295 


10 


ADC8 54 7^ 

ru^v^ o J / j 


Adr , ft c ^473 Mmi qp Sen 


"3 Q 


9 9 
ZZ 


9 
Z . 


Q 


C A O Q C 

o uz y 3 


xz 


AJjn / 4 r> o o 


Aam/4 job iviuirine ca 


40 


20 


2 . 


. 7 


20 


2 


AAV18603 


Aavl8603 Synthetic 


41 


20 


2 . 


. 7 


20 


2 


AAV18609 


Aavl860 9 Synthetic 


42 


20 


2 , 


. 7 


20 


2 


AAV18602 


Aa v 18602 Synthetic 


43 


20 


2 . 


. 7 


20 


2 


AAV18606 


Aavl8606 Synthetic 


44 


20 


2 , 


. 7 


20 


2 


AAV18605 


Aavl8605 Synthetic 


45 


20 


2 . 


. 7 


47 


3 


AAA49772 


Aaa4 9772 Human PRO 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



December 21, 2004, 10:49:48 ; Search time 3079 Seconds 

(without alignments) 
8840.688 Million cell updates/sec 

US-09-245-198A-3_COPY_106_852 
747 

1 atggccgcccgtcggagcca tcggactcttccaggttcac 747 



Scoring table: OLIGO_NUC 

Gapop 60.0 , Gapext 60.0 

Searched: 32822875 seqs, 18219865908 residues 

Word size : 0 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 



65645750 



Database 



EST: 



gb_ 

gb_ 

gb 

gb_ 

gb_ 

gb 
gb_ 

gb 



estl:* 
est2 :* 

"htC : * 

_est3 : * 
_est4 
est5 
est6 
gssl 
gss2 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No 



% 

Query 



> . 


Score 


Match Length 


DB 


ID 


Description 


1 


544 


72 


8 


545 


6 


CB141389 


CB141389 


K-EST0194 


2 


516 


69 


1 


567 


6 


CA396679 


CA396679 


cs80h07 .y 


3 


514 


68 


8 


111 


4 


BI819200 


BI819200 


603034614 


4 


506 


67 


7 


728 


4 


BI870393 


BI870393 


603395641 


5 


506 


67 


7 


731 


4 


BI871711 


BI871711 


603395825 


6 


490 


65 


6 


828 


4 


BI596681 


BI596681 


603243254 


7 


448 


60 


0 


666 


6 


CF126539 


CF126539 


UI-HF-ET0 


8 


445 


59 


6 


963 


5 


BQ671259 


BQ671259 


AGENCOURT 


9 


436 


58 


4 


940 


5 


BQ884231 


BQ884231 


AGENCOURT 



1 U 


4 z d 


DO 


. y 


by/ 


o 


Lr X z o y j z 


1 1 
1 1 


*3 q n 


dz 


. z 


1 ATI 

XU / X 


A 
4 


DMQ O 171 "3 
X3l v iy z Xz 1 J 


1 O 

1Z 


J / O 


c n. 
3 u , 


c 
. o 


y ft o 


D 


oy / u / x o D 


J. j 


O / O 


c n 

_) u . 


. J 


ft 1 A 
O J ft 


A 


Ol / DO / OO 


1 A 
X4 


.3 4 y 


A C 
4 D , 


•7 


y d x 


D 


DAtTil 1 ft ft 

cyo / 4 x o o 


X D 




A 1 

ft X , 


. z 


ft OA 
O Z ft 


O 


PDQ o ft n i a 

j O U J ft 


X O 


Z j7 U 


^ ft 

J o . 


ft 


9 Qft 

Z -7 O 


A 
*± 


DM£ ft Q Q A ^ 


X / 


Z J J 




Q 
. -7 


/ / o 


C 

D 


JJ A. U J7 U U X Z 


1 ft 


9 7 n 

Z j u 




Q 
• O 


t; ft "7 

DO/ 


A 
ft 


DuO OOJ1I7 


1 Q 
X y 


9 1 *7 

z x / 


9 Q 


. U 


C Q ft 

o y o 


4 


-DXyUooDU 


o n 
z u 


one 

z U D 


Z / , 


c 
. o 


o y ft 


A 

4 


DljUoZ /4 


9 1 

z j. 


1 CO 

xd y 


9 1 

z X . 


o 


X U o ft 


"7 
/ 


L.r y y 4 d o o 


z z 


ICQ 

xd y 


O 1 

Z X , 


. J 


1 11 Q 

Xo xy 


■7 
/ 


v^r D y4 zjj 


9 "3 

z o 


X4 / 






ft D O 


A 
4 


cxyoozDD 


O A 
Z 4 


1 A 1 
X4 X 


Xo , 


Q 

. y 


q t n 
y x u 


4 




9 Q 
Z J 


1 *3 9 


X / . 


n 
» / 


*7 ft ^ 


4 


di / o z y U O 


z o 


XZ X 


XO . 


> Z 


ft O D 


X 


ATfiQI A A 1 
±\± u y X4 4 X 


9 1 
Z / 


1 1 A 
111 


ID . 




J ft D 


•7 
/ 


Kj d j / y 


9 ft 
z o 


Q 1 
y x 


1 9 

XZ , 


. z 


1 1 ft*7 
X X o / 


D 


■Rrtn r *3 9 ft a 

DyU D J Z 04 


Z J7 


ft £ 
o o 


1 1 

X X . 


c 


Jji 


4 


TJTft9AAA1 
DXOZ444j 


*5 n 
J u 


ft £ 
o o 


1 1 
X X . 


c 

. D 


t; 1 ft 


Z 


■RT7ft 9 1 A "3 A 

rsr o z X4 o 4 


"3 i 


1 Q 
/ y 


x u , 


c 
. O 


ft 1 *7 


O 


Q 1 n *7 C 
LdjO X U / D 


J z 


1 1 

1 1 


xu , 


1 

. J 


JO/ 


Q 

O 




J J 


*7 1 


y . 


Q 


770 
Z / O 


Z 


A TaT a t *7 n o "3 


J4 


/ J 


y . 


o 

. 0 


4 U4 


z 


DTrt/l /I /lift 

br U444 o u 


"3 C 
J D 


/ 3 


y . 


o 

. o 


d4z 


Z 


rir U4 lb U y 


J O 


/ J 


y . 


Q 


q n q 
olio 


•7 
/ 


^jn. / o y x o z 


J / 


O O 


Q 

o . 


Q 

. o 


o u y 


4 


dIjOOUoU 


7 ft 


£ A 
D ft 


Q 

O « 


> o 


A 1 A 
ft / ft 


A 


cxybDX / 4 


3 9 


64 


8 , 


. 6 


639 


2 


BB64232 6 


40 


64 


8, 


. 6 


692 


6 


BY748962 


41 


64 


8, 


, 6 


704 


7 


CK357507 


42 


64 


8 . 


.6 


741 


7 


C0398911 


43 


64 


8 . 


,6 


774 


7 


CO574209 


44 


64 


8 . 


,6 


862 


5 


BP173436 


45 


64 


8 . 


.6 


2237 


3 


AK044387 



CF126932 UI-HF-ETO 
BM921213 AGENCOURT 
BQ707185 AGENCOURT 
BI766766 603056866 
BQ674188 AGENCOURT 
CB998 034 AGENCOURT 
BM688946 UI-E-CQ1- 
BX090012 BX090012 
BG686319 602638232 
BI906850 603064633 
BI908274 603068526 
CF994 5 66 AGENCOURT 
CF5942 33 AGENCOURT 
BI966255 ie72g04.y 
BG110063 602279667 
BI762908 603047966 
AI091441 ow62g05.x 
R55379 yj77a08.rl 
BQ0532 84 AGENCOURT 
BI824443 603038693 
BF821434 MR1-RT003 
CB961075 AGENCOURT 
AQ100365 HS_3054_A 
AW417023 52923 MAR 
BF044430 BP250013A 
BF041509 BP250025B 
CK769182 956712 MA 
BI966060 ie72g04.x 
BI965174 id34e07.y 
BB642326 BB642326 
BY748962 BY748962 
CK357507 AGENCOURT 
C03 98911 AGENCOURT 
CO5742 0 9 AGENCOURT 
BP173436 BP173436 
AK044387 Mus muscu 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: December 21, 2004, 03:07:38 ; Search time 3413.97 Seconds 

(without alignments) 
10347.323 Million cell updates/sec 

Title: US-09-245-198A-3_COPY_106_852 
Perfect score: 747 

Sequence: 1 atggccgcccgtcggagcca tcggactcttccaggttcac 747 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4526729 seqs, 23644849745 residues 



Total number of hits satisfying chosen parameters: 9053458 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 



Database : GenEmbl : * 



1 




gb_ba : * 


2 




gb_htg : * 


3 




gb_in : * 


4 




gb_om : * 


5 




gb_ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_ pr : * 


10 : 


gb_ro : * 


11 : 


gb_sts : * 


12 : 


gb_sy : * 


13 : 


gb_un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed/ 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 747 100.0 1306 9 AF030099 AF030099 Homo sapi 

2 747 100.0 1373 6 BD062758 BD062758 A tumor n 

3 745.4 99.8 1353 6 AX201324 AX201324 Sequence 





4 


745 


.4 


99 


. 8 


1353 


9 


AY358870 


AY358870 


Homo sapi 




5 


745 


.4 


99 


. 8 


1368 


9 


AF055872 


AF055872 


Homo sapi 




6 


745 


.4 


99 


. 8 


1421 


6 


BD090952 


BD090952 


Apo-3 lig 




7 


742 


.2 


99 


. 4 


1236 


6 


AR140407 


AR140407 


Sequence 




8 


742 


.2 


99 


. 4 


1236 


6 


BD057124 


BD057124 


Member of 




9 


621 


83 


. 1 


898 


6 


AX180714 


AX180714 


Sequence 




10 


607 


.8 


81 


.4 


1239 


10 


AF030100 


AF030100 


i Mus muscu 




11 


606 


.2 


81 


.2 


750 


10 


AY607588 


AY607588 


i Rattus no 




12 


604 


.6 


80 


. 9 


1576 


10 


BC079107 


BC079107 


' Rattus no 




13 


539 


72 


. 2 


1168 


6 


BD062757 


BD062757 


A tumor n 




14 


498 


66 


. 7 


1615 


9 


BC071837 


BC071837 


Homo sapi 




15 


498 


66 


. 7 


1816 


9 


AY081051 


AY081051 


Homo sapi 




16 


496 


.4 


66 


. 5 


1642 


9 


BC019047 


BC019047 


Homo sapi 




17 


250 


.4 


33 


. 5 


218485 


2 


AC127470 


AC127470 


Pan trogl 


c 


18 


248 


.8 


33 


. 3 


60268 


9 


AC016876 


AC016876 


Homo sapi 




19 


225 


.2 


30 


. 1 


180222 


2 


AC130192 


AC130192 


Sus scrof 




20 


220 


.4 


29 


. 5 


148555 


2 


AC126921 


AC126921 


Bos tauru 




21 


218 


.4 


29 


. 2 


176258 


2 


AC126925 


AC126925 


Canis fam 




22 


215 


. 8 


28 


. 9 


149736 


2 


AC126239 


AC126239 


Felis cat 




23 


215 


.2 


28 


. 8 


130254 


2 


AC136195 


AC136195 


Rattus no 


c 


24 


215 


.2 


28 


. 8 


165316 


2 


AC119115 


AC119115 


Rattus no 




25 


215 


.2 


28 


. 8 


223877 


2 


AC098923 


AC098923 


Rattus no 


c 


26 


215 


.2 


28 


. 8 


225077 


2 


AC136563 


AC136563 


Rattus no 


c 


27 


215 


.2 


28 


. 8 


234801 


2 


AC118309 


AC118309 


Rattus no 


Q 


28 


213 


.6 


28 


. 6 


203083 


2 


AC069459 


AC069459 


Mus muscu 


c 


29 


213 


.6 


28 


. 6 


234182 


10 


AL603707 


AL603101 


' Mouse DNA 




30 


196 


.4 


26 


. 3 


751 


11 


BV166827 


BV16682'? 


r TNFSF12_2 




31 


146 


.6 


19 


. 6 


212093 


2 


AC126237 


AC126237 


Canis fam 




32 




80 


10 


. 7 


201 


11 


BV2 02 888 


BV202886 


I sqnm2102 5 


c 


33 


57 


7 


. 6 


125020 


9 


AF429315 


AF429315 


Homo sapi 




34 


56 


.8 


7 


. 6 


125020 


9 


AF429315 


AF429315 


Homo sapi 




35 


53 


.4 


7 


. 1 


280558 


1 


AE017301 


AE017301 


Thermus t 


c 


36 


52 


.8 


7 


. 1 


309050 


1 


SC0939117 


AL939117 


Streptomy 




3 7 


52 


.6 


7 


.0 


346362 


1 


BX640439 


BX640439 


Bordetell 


c 


38 


52 


.2 


7 


. 0 


1094 


11 


PM7G11B 


AL685196 Penicilli 




39 


52 


.2 


7 


. 0 


348257 


1 


BX640425 


BX640425 


Bordetell 




40 


52 


7 


.0 


3718 


1 


AF005842 


AF005842 


Rhodobact 




41 


51 


.6 


6 


.9 


2733 


10 


AY158896 


AY158896 


; Rattus no 


c 


42 


51 


.6 


6 


.9 


166614 


2 


AC141334 


AC141334 


Rattus no 




43 


51 


.6 


6 


.9 


.205793 


2 


AC126989 


' AC126989 


Rattus no 


c 


44 


51 


.6 


6 


.9 


277424 


2 


AC120729 


AC120729 


Rattus no 




45 


51 


.2 


6 


.9 


2336 


6 


AX748400 


AX748400 


Sequence 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



December 20, 2004, 23:41:48 ; Search time 424.405 Seconds 

(without alignments) 
9239.560 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 



US-09-24 5-198A-3_COPY_106_852 
747 

1 atggccgcccgtcggagcca tcggactcttccaggttcac 747 



Scoring table : 



IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched : 



4134886 seqs, 2624710521 residues 



Total number of hits satisfying chosen parameters: 



8269772 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



N_Geneseq_23Sep04 : • 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 



geneseqnl980s : * 
geneseqnl990s : * 
gene seqn2 000s : * 
geneseqn2001as : * 
geneseqn2001bs : * 
geneseqn2002as : * 
geneseqn2002bs : * 
geneseqn2003as : * 
geneseqn2 0 03bs : * 
geneseqn2 0 03cs : * 
geneseqn2003ds : * 
geneseqn2 004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


747 


100 


0 


1306 


8 


ACC57901 


Acc57 901 Human TWE 


2 


747 


100 


0 


1306 


10 


ADC35205 


Adc3 52 05 Human cDN 


3 


747 


100 


0 


1306 


10 


AAD63914 


Aad63 914 Human TWE 


4 


747 


100 


0 


1306 


10 


ACC57587 


Acc57587 Polynucle 


5 


747 


100 


0 


1373 


2 


AAV18600 


Aavl8600 Homo sapi 


6 


745.4 


99 


8 


1353 


3 


AAA49717 


Aaa4 9717 Human PRO 



7 


745 . 4 


99 


. 8 


1353 


6 


ABK40255 


Abk4 02 55 cDNA enco 


8 


745 . 4 


99 


. 8 


1353 


10 


ADJ37284 


Adj3 72 84 Human turn 


9 


745 .4 


99 


. 8 


1353 


12 


ADG68208 


Adg 682 08 Human PRO 


10 


745 . 4 


99 


. 8 


1364 


6 


ABK34 881 


Abk34881 Human cDN 


11 


745.4 


99 


. 8 


1421 


2 


AAX56000 


AaxRfiOOO Human t~nm 

^i-d-^V V V V v XXUUIGIXX Li. L li 


12 


742 . 2 


99 


. 4 


1236 


2 


AAV4 7613 


Aav4 7 613 TNF relaf 

£i.\JL V a / w X. ^ X X^l X J- V_* X. CL 


13 


742 . 2 


99 


. 4 


1236 


4 


AAD04350 


Aad04'3R0 Human TRR 


14 


622 . 4 


83 


. 3 


1030 


2 


AAX23424 


Aax2 34 2 4 Human TNR 

ncLJ\.£* i £i ^ xxuilicixx j. xn xv 


15 


621 


83 


. l 


898 


4 


AAS03964 


Aas0 3 964 Express io 


16 


607 . 8 


81 


. 4 


123 9 


10 


ADC97713 


Adc97713 Murine FL 


17 


539 


72 


. 2 


1168 


2 


AAV18599 


Aavl8599 Mus muscu 


18 


503 .4 


67 


. 4 


701 


2 


AAX23425 


Aax2 3425 Mouse TNR 


19 


273 . 6 


36 


. 6 


408 


8 


ABX37032 


Abx37032 Bovine ES 


20 


91 .4 


12 


. 2 


264 


8 


ABX52254 


Abx52254 Bovine ES 


21 


51 . 6 


6 


. 9 


2733 


12 


ADG98280 


Ada98 2 80 Rat CLO a 


22 


51 . 2 


6 


. 9 


2336 


10 


ADB63771 

flL/ X-J U *J / / X> 


Adb6*?771 Human rDTJ 

n.UJJU J / / _1_ XXIXLLLGIXX XmXVX^I 


23 


50 


6 


. 7 


50 


2 


AAX56002 


Aax56002 Human turn 


24 


50 


6 


. 7 


50 


3 


AAA4 97 3 2 


Aaa497^? Human PRO 


25 


50 


6 


. 7 


• 50 




ABK4 02 92 




26 


50 


6 


, 7 


50 


10 


ADJ3 7 3 55 


Ad-i^71^S Tumour 


27 


50 




. 7 


50 


12 


ADG68279 


Ada6 82 7 9 Human PRO 

rtUy O O ^ / -7 XXLLIlldXl XrX>.W 


28 


50 


6 


. 7 


1608 


6 


AAD41201 


Aad41?01 Human nnr 

^a-ClfaXTx X ^ V X IXLXllldXX 11U^ 


29 


48.6 


6 


. 5 


1077 


8 


ACA3 7803 


Ara ^ 7 8 0 ^ Prnlcarvnt" 


30 


48 .4 


6 


. 5 


2000 


8 


ADA71938 


Ada7193 8 Rice aene 


31 


47 . 8 


6 


. 4 


114955 


2 


AAX53491 


Aax^*^491 Human aHp 


32 


47.4 


6 


. 3 


2456 


6 


AAD42268 


Aad42268 Human ET.O 

^a>n<LXTX £i w (J XXU.IUGIXX J_JJ_IVJ 


33 


46.8 


6 


. 3 


1461 


11 


ABD16672 

fiiJL/ -L. t; \J / ^ 


Ahd 1 PcipnHnmnn 

rUJUlOO / ^< xr J3 C LlLiWLIl^ll 


34 


46.8 




. 3 


1578 


11 


ARD1 67 7 T 


7\ V^H n c *7 *7 i DcpnHnmnn 

nJJUlo / / J. Xr o C Li.LxVw' L I IU11 


35 


46.8 


g 


. 3 


1608 


11 


AHD1 67 98 




36 


46.8 




. 3 


13987 


2 


AAT8 041 5 


AahftD41 R Hvhri H «?t~ 


37 


46 . 8 


6 


. 3 


44377 


2 


AAT80414 


Aat80414 Platenoli 


38 


46 . 8 


6 


. 3 


44377 


2 


AAT7 85 0 8 


Aaf7RR08 Pi arpnnl "i 


39 


46 . 6 


6 


.2 


609 


11 


ABD05820 


Abd05820 Pseudomon 


40 


46.6 


6 


.2 


789 


11 


ABD06021 


Abd06021 Pseudomon 


41 


46.6 


6 


.2 


840 


11 


ABD05923 


Abd05923 Pseudomon 


42 


46.6 


6 


.2 


1164 


11 


ABD05645 


Abd05645 Pseudomon 


43 


46.2 


6 


.2 


754 


8 


ACA2702 5 


Aca27025 Prokaryot 


44 


45.8 


6 


. 1 


645 


3 


AAZ24699 


Aaz24699 Delayed r 


45 


45.8 


6 


. 1 


1252 


6 


ABZ35552 


Abz35552 Human gen 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: December 21, 2004, 05:35:48 



; Search time 2829.24 Seconds 
(without alignments) 
9621.134 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



US-09-245-198A-3_COPY_106_852 
747 

1 atggccgcccgtcggagcca tcggactcttccaggttcac 747 

IDENTITY__NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 32822875 seqs, 18219865908 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



65645750 



Database 



EST:* 



1 


gb_estl 


: * 


2 


gb_est2 


: * 


3 


gb_htc : 


* 


4 


gb_est3 


: * 


5 


gb_est4 


: * 


6 


gb_est5 


: * 


7 


gb_est6 


: * 


8 


gb_gssl 


: * 


9 


gb_gss2 


: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 



1 


636 


85 


1 


731 


4 


BI871711 


BI871711 


603395825 


2 


624 


83 


5 


728 


4 


BI870393 


BI870393 


603395641 


3 


611.4 


81 


8 


697 


6 


CF126932 


CF126932 


UI-HF-ET0 


4 


563 .4 


75 


4 


777 


4 


BI819200 


BI819200 


603034614 


5 


558 


74 


7 


834 


4 


BI766766 


BI766766 


603056866 


6 


556.2 


74 


5 


666 


6 


CF126539 


CF126539 


UI-HF-ET0 


7 


544 


72 


8 


545 


6 


CB141389 


CB141389 


K-EST0194 


8 


539.4 


72 


2 


828 


4 


BI596681 


BI596681 


603243254 


9 


527.4 


70 


6 


948 


5 


BQ707185 


BQ707185 


AGENCOURT 



10 


R9 0 


69 


6 


790 


7 


nn 5 S 9 9 9 0 


\^\JZJ ~) Zs -Z/ Zs \J 


AGENPOURT 

nvjuiv v_* \j \j i.v x 


1 1 

X X 


m 6 

J X D 


D .7 , 


1 

• X 


^67 
jo/ 


D 


PA 7 966 7 9 

V-r"i.J -7 O O / _7 


PA7 9667 9 

\^r\~J J \J \J / Z/ 


pqfl ohi 0 7 V 


12 


5 04.8 


67 


. 6 


940 


5 


ROS842 3 1 


R088423 1 


AGENCOURT 


1 7 


4 9fl 4 
fr -7 o • *± 


66 


7 


ftOS 

o \J Zj 


7 


pn*i 97 691 

V^W _J J J O ^ X 


P07 9*5 62 1 

LuJ J Zj sj X 


AGEMPOURT 


1 4 

Xfx 


4 96 ft 

ft .7 O . O 


66 


c 


9 9 7 7 


7 


ATC04 4 7 ft 7 

nlWJ ft ft J O / 


AK0447 R7 


Mi l q nm i q cm 1 


J- ZJ 


4 97 9 


66 


n 
> *j 


760 


7 


po s 7 9 ^ ft i 


\_V«»/ J / £t ZJ O X 


AGEWPOURT 


16 


484.6 


64 


, 9 


918 


2 


BF577781 


BF577781 


602092080 


17 


4 80.8 


64 


t 4 


620 


7 


PKfi9 S9 


Vw- \J J 


mi 9 ftf=»1 0 v 


18 


472 


63 


. 2 


963 


5 


B06 712 5 9 


B0671259 


AGENPOURT 


19 


45 8 


61 


. 3 


774 


7 


PO R 7 4 9 0 9 


PQ5742 09 


AGENPOURT 


2 0 


454 . 4 


60 


. 8 ' 


561 


2 


AW7fi^9 7 


AW761 9 77 


iir*70H09 v 

HX / V \J Zs . y 


2 1 


4 3 9.4 


58 


. 8 


1071 


4 


RM99 1 917 

.DIM J ^ X £i X J 


RM99 191^ 

Oi l ^ Zi 1^ X J 


AGFNPOURT 


9 9 


4 7 6 4 

*i «J o • fx 


3 o , 


4 
> fx 


9R 1 
j j i 




ROfi74 1 ft ft 


R06741 R8 


AGENPOURT 


9 7 


49 9 9 


^7 

Zj / . 


c 
> -> 


74 ft 
/ fx o 


7 


PM9 7 (17 ft 1 


PM9 7 0 7 ft 1 


1 7000R999 

X / \J \J \J Zj Zj zj zj 


9 4 

ft 


4 14 ft 
ft Xfi . o 


o o . 


c 

> Zj 


ft94 


D 


PR Q Q Q n 74 


PT3QQQ0 74 
V^ID J7 J7 O U J ft 


AGENPOURT 


9 ^ 


7 ft ft ft 
J o o . o 


c *9 


o 

■ v/ 


7ft S 


ft 


T3T 7^9 on ft 

OX / U^ JUO 


RT76990ft 

OX 1 \J £>ZJ\J O 


607 047 966 


2 6 


378.8 


zj w . 


t 7 


S47 

-J fx j 


Q 




price c i 04 


OQT1 ft 96R4 


2 7 


771 4 

O 1 X . f± 


4 9 


7 


704 

/ V ft 


7 


fK7 R7R07 

V_ IV J Zj l Zj \J l 


PK7 C 17S07 

\_ IV J Zj / Zj \J / 


AGENPOURT 


28 


370.4 


49 , 


. 6 


482 


9 


J _J / 


PG6R72 S7 


OST4 1 84 07 


29 


365 


4 8 


, 9 


1064 


7 




PF994 R66 


AGENPOURT 


3 0 


361 . 8 


4 8 


t 4 


587 


4 


DUOOO J X J7 


Rf!6R6^1 9 


602 6^89^9 

U V ii U J U ^ J ^ 


31 


361.2 


48 . 


, 4 


665 




BY7422 88 


BY749288 


BY7422 8 8 


32 


361.2 


4 8 


, 4 


1033 


3 


AK09 0909 


AK09 090 9 

r\L\\J *Z \J Zs \J ZJ 


Mi 1 q mi 1 Qfii 

11 Li. O L L k LX O V-^ LX 


33 


3 56 . 8 


47 


. 8 


1319 


7 


PFR949 7 7 


PFR949 7 7 


AGFNPOURT 

ri\J£tlM V» V-' w XV X 


74 


7 R9 4 

J . f± 


4 7 

ft / < 


o 

• 


4 9R 

ft -7 O 


q 


Pfjcr C4 7 "l t 

V_ /XX 


PHSR471 1 

VwVJ— ) 3 ft / X X 


OCT1 6 ft 60 7 




74 ft ft 
J fx o . o 


46 

*± D . 


7 


ft 94 


ft 


RT 90 ft 9 74 


RT 90 ft 9 74 


60706ftR96 


7 6 


74 ft 

J ft 3 . O 


46 

ft D . 


7 


69 1 


Q 
-7 




V— VJ -J O *± Ij *± J 


OQT9 7 0701 

UiJ x £t Zj \J 1 \J X 


7 7 


7 7 ft 4 

J J o • fx 


4 R 

fx Zj > 


• Zj 


R ft4 

J O T 


O 


AMQI 7 R74 
fin Zj X / Zj f *± 


AW 9 1 7^74 

r\rt ZJ JL / O / fx 


PCT74 ft ft 7 ft 


7 ft 


7 7 R ft 

J Zj J . o 


4 R 

ft Zj . 


o 


97 9 

ZJ Zj ZJ 


(Z 
\J 


PR ft 4 9 01 1 

V^D O *± -7 U X X 


PRft 4 9 01 1 
V—lJ O ft -7 u X X 


MR A - 0 6 7 7 


.5 y 




A A 

44 , 


. 4 


4 /4 


Q 

y 






Ub 1 z y U U bz 


40 


331.2 


44 . 


.3 


698 


4 


BI906850 


BI906850 


603064633 


41 


320.8 


42 . 


. 9 


483 


9 


CG646715 


CG646715 


OST393421 


42 


320.4 


42 , 


.9 


418 


9 


CG611020 


CG611020 


OST295426 


43 


318.2 


42 , 


.6 


741 


7 


C0398911 


C0398911 


AGENCOURT 


44 


318 


42 , 


.6 


542 


2 


BF041509 


BF041509 


BP250025B 


45 


315 . 8 


42 . 


,3 


692 


6 


BY748962 


BY748962 


BY748962 



GenCore version 
Copyright (c) 1993 - 2004 



5.1.6 

Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score; 
Sequence : 

Scoring table: 



Searched: 
Word size 



December 21, 2004, 16:26:57 ; Search time 57.7848 Seconds 

(without alignments) 
1545.797 Million cell updates/sec 

US-0 9-245-198A-4_COPY_36_2 84 
249 

1 MAARRSQRRRGRRGEPGTAL PWAHLKAAPFLTYFGLFQVH 24 9 

OLIGO 

Gapop 60.0 , Gapext 60.0 
2002273 seqs, 358729299 residues 
0 



2002273 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Database : A_Geneseq_2 3Sep04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6: geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 




1 


249 


100 


0 


249 


2 


AAY09369 


Aay093 69 Human 


turn 


2 


249 


100 


0 


249 


3 


AAY95338 


Aay9533 8 Human 


PRO 


3 


249 


100 


0 


249 


3 


AAB07526 


Aab07526 Amino 


aci 


4 


249 


100 


0 


249 


5 


AAU86129 


Aau8612 9 Human 


PRO 


5 


249 


100 


0 


249 


6 


ABR42315 


Abr42 315 Human 


TWE 


6 


249 


100 


0 


249 


7 


ADC35206 


Adc352 06 Human 


TNF 


7 


249 


100 


0 


249 


7 


ABW02278 


Abw0227 8 Human 


TWE 


8 


249 


100 


0 


249 


7 


ADJ37285 


Adj372 85 Human 


turn 


9 


249 


100 


0 


249 


8 


ADG68209 


Adg68209 Human 


PRO 



10 


249 


100 


. 0 


284 


2 


AAW4 752 5 


Aaw4 752 5 


Homo s ap i 


11 


241 


96 


. 8 


249 


2 


AAW29745 


Aa w2 9745 


TNF relat 


12 


241 


96 


. 8 


249 


4 


AAE00891 


Aae00891 


Human TRE 


13 


207 


83 


. 1 


273 


4 


AAU03499 


Aau03499 


TWEAK ext 


14 


146 


58 


. 6 


146 


4 


AAE00895 


Aae00895 


Human TRE 


15 


143 


57 


. 4 


189 


2 


AAW2 9746 


Aaw29746 


TNF relat 


16 


143 


57 


. 4 


189 


4 


AAE00892 


Aae00892 


Human UL4 


17 


107 


43 


. 0 


208 


2 . 


AAW93 5 90 


Aaw93 5 90 


Human TNR 


18 


46 


18 


. 5 


211 


2 


AAW93591 


Aaw93 591 


Mouse TNR 


19 


32 


12 


. 9 


225 


2 


AAW4 7524 


Aaw4 7524 


Mus muscu 


20 


32 


12 


. 9 


225 


3 


AAB07527 


Aab0752 7 


Amino aci 


21 


32 


12 


. 9 


249 


7 


ADC97712 


Adc97712 


Murine FL 


22 


9 


3 


. 6 


138 


7 


ABO72203 


Abo72203 


P s eudomon 


23 


9 


3 


. 6 


365 


6 


ABR412 3 5 


Abr41235 


Human DIT 


24 


9 


3 


. 6 


748 


2 


AAY14 906 


Aayl4 906 


Extended 


25 


9 


3 


. 6 


749 


5 


ABB73512 


Abb73512 


M vaccae 


26 


8 


3 


. 2 


55 


4 


AAM20858 


Aam2 0 85 8 


Peptide # 


27 


8 


3 


.2 


55 


4 


ABB42637 


Abb42637 


Peptide # 


28 


8 


3 


.2 


55 


4 


AAM36451 


Aam36451 


Peptide # 


29 


8 


3 


. 2 


55 


4 


ABB25983 


Abb25983 


Protein # 


30 


8 


3 


. 2 


55 


4 


AAM76342 


Aam76342 


Human bon 


31 


8 


3 


. 2 


55 


4 


AAM63528 


Aam63 52 8 


Human bra 


32 


8 


3 


. 2 


55 


4 


ABG58 05 0 


Aba58 050 


Human 1 iv 


33 


' 8 


3 


. 2 


55 


5 


ABG4 5 63 5 


Aba4 5 635 


Human dpd 


34 


8 


3 


. 2 


65 


4 


AAM2162 1 


Aam2 1621 


PeDtide # 

-XT \^ ^ -L. TT 


35 


8 


3 


. 2 


65 


4 


ABB43 981 


Abb4 3 981 


Peptide # 


36 


8 


3 


. 2 


65 


4 


AAM37923 


Aam37 923 


Peptide # 


37 


8 


3 


. 2 


65 


4 


ABB26890 


Abb26890 


Protein # 


38 


8 


3 


. 2 


65 


4 


AAM77706 


Aam77706 


Human bon 


39 


8 


3 


.2 


65 


4 


AAM64984 


Aam64 984 


Human bra 


40 


8 


3 


.2 


65 


4 


ABG59361 


Abg59361 


Human liv 


41 


8 


3 


.2 


65 


5 


ABG46737 


Abg46737 


Human pep 


42 


8 


3 


.2 


69 


4 


ABG03723 


Abg03723 


Novel hum 


43 


8 


3 


.2 


71 


4 


ABG03663 


Abg03663 


Novel hum 


44 


8 


3 


.2 


84 


4 


AAU61282 


Aau61282 


Propionib 


45 


8 


3 


.2 


84 


6 


ABM57801 


Abm57801 


Propionib 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: December 21, 2004, 16:29:37 ; Search time 15.7595 Seconds 

(without alignments) 
1520.225 Million cell updates/sec 

Title: US-09-245-198A-4_COPY_36_284 
Perfect score: 249 

Sequence: 1 MAARRSQRRRGRRGEPGTAL PWAHLKAAPFLTYFGLFQVH 24 9 



Scoring table: OLIGO 

Gapop 60.0 , Gapext 60.0 

Searched: 283416 seqs, 96216763 residues 

Word size : 0 

Total number of hits satisfying chosen parameters: 283416 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 



Database : PIR_79:* 
1: pirl:* 
2 : pir2 : * 
3: pir3:* 
4 : pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


10 


4 


. 0 


111 


2 


A85866 


hypothetical prote 


2 


9 


3 


.6 


733 


2 


S78376 


photosystem I P700 


3 


8 


3 


.2 


58 


2 


A58208 


protamine 1-1 - pa 


4 


8 


3 


.2 


143 


2 


G84168 


hypothetical prote 


5 


8 


3 


.2 


220 


2 


AG354 7 


bicyclomycin resis 


6 


8 


3 


.2 


278 


2 


D83080 


hypothetical prote 


7 


8 


3 


.2 


339 


2 


C71132 


hypothetical prote 


8 


8 


3 


.2 


372 


2 


H70813 


probable cysteine 


9 


8 


3 


.2 


379 


2 


E64300 


formate dehydrogen 


10 


8 


3 


2 


381 


2 


AH3 041 


conserved hypothet 


11 


8 


3 


2 


387 


2 


D84885 


hypothetical prote 


12 


8 


3 


2 


397 


2 


D98244 


hypothetical prote 


13 


8 


3 


2 


422 


1 


A60503 


sperm-binding glyc 


14 


8 


3 


2 


443 


2 


T17220 


hypothetical prote 



1 R 


g 




9 


4 fi^ 

*± O J 


9 


AC 0347 


^JX dXsX C LLlV^tLH/X d. 


16 


8 


3 


. 2 


471 


2 


A75267 


nrobable transport 


17 


8 


3 


. 2 


R7fi 

J / o 


9 


DO^ X O O 


"nTTihpVil p ATP -h i nH "i 

_LJ X l^UdU X G n X XT JJ111U1 


18 


8 


3 


. 2 


586 


2 


A4112 5 


aamma — cil n t* amvl tran 

VJ d 11 lit Id J- U. LCLLLl y -1- I- X- CI IX 


19 


7 


2 


. 8 


*± — > 


2 


UZJ O £i \J O 


nrnh ami no TT-l — n 


20 


7 


2 


. 8 


50 


2 


S29582 

^* ^ W u 


nrofcami ne 1 - Saan 


9 1 

£* X 


7 


9 


o 
< o 


R ft 


9 


q-3 4. rj4 R 


Ly X O dill X 11C 1MU1 CXI 


9 9 


/ 


9 


Q 
. O 


o o 


9 




Vll/T^O t~ Vl O t~ 1 PS 1 TM^O^O 
llyLJLJ U 11" L. X v_. d X piULC 


23 


7 


2 


. 8 


102 


2 


F87993 


nrotein ZC334 3 Ti 


24 


7 


9 


Q 
> O 


1 1 c 
J. J. -J 


9 


pui RfiO 


TfT hoai/~v rhs i n \7 y~ 
xy lie civ v^ncixii v x 


25 


7 


2 


Q 
• o 


1 1 q 


2 


no vi 


uuiisci v c v«x iiypuciic u 


2 6 


7 


2 


Q 
• o 


1 9 R 

J- £t *J 


9 


T9 7m 9 


iljr pULllC L J-^Cll. piUL>C 


9 7 


7 


9 


o 
• o 


111 
lJl 


9 


ncco 

JjjU O 


T-ral ~l ant* "i ira^ i nn 
X V_ C 1 X dULl VctLlUll 


28 


7 


2 


. 8 


131 


2 


1522 90 


111UC1 1CUJV1H X _> X 


29 


7 


2 


. 8 


146 


2 


T37116 


Drobable transnosa 


30 


7 


2 


. 8 


147 


2 


A712 17 


hypothe 1 ical prote 


3 1 


7 


2 


. 8 


150 


2 


T08734 


h vrtoh Vi o t~ "i 1 irmfp 

liy^/ULUC L>l.^Cll £J J. W l- c 


32 


7 


2 


. 8 


157 


2 


T09 664 


all PT*ciP i 'n - t*i r*p 

GL J L _A_ 1 1 J_ _i_ w 


33 


7 


2 


. 8 


157 


2 


S31078 


sped leraen RA 1 ^ 


34 


7 


2 


. 8 


157 


2 


A75567 


V^UllS vl V CU lly L/wLliCL< 


35 


7 


2 


. 8 


1 ^7 

X -J / 


2 


F17 ^ R1 0 


Vi \m o 1~ h o 1~ "i pal nrnh 


36 


7 


2 


. 8 


160 


2 


S59925 


d j — Lcxycn ivfij lj ^ x c 




7 


£t 


Q 

> o 


1D1 


1 




UULCI LUCLlUJIaliC Lyxu 


3 8 


7 


2 


. 8 


1 61 


2 


UJUU Jl 


h "i ch on o — 1 "i lr o ti t"^ i~ o 

1X1D LU11C X X JVC piULC 


39 


7 


2 


. 8 


161 


2 


D85502 


VlVTiOt" VlR t~ "I Crl 1 DTOfP 


40 


7 


2 


.8 


162 


2 


T24937 


hypothetical prote 


41 


7 


2 


.8 


162 


2 


T31173 


hypothetical prote 


42 


7 


2 


. 8 


164 


2 


S76920 


hypothetical prote 


43 


7 


2 


.8 


170 


2 


S44789 


D2007.4 protein - 


44 


7 


2 


.8 


174 


2 


D87638 


transcription regu 


45 


7 


2 


.8 


180 


1 


LGGT 


beta-lactoglobulin 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



December 21, 2004, 16:29:02 ; Search time 63.038 Seconds 

(without alignments) 
2272.730 Million cell updates/sec 

US-09-245-198A-4_COPY_3 6_2 84 
249 

1 MAARRSQRRRGRRGEPGTAL PWAHLKAAPFLTYFGLFQVH 24 9 



Scoring table: OLIGO 

Gapop 60.0 , Gapext 60.0 



Searched: 
Word size : 



1825181 seqs, 575374646 residues 



Total number of hits satisfying chosen parameters : 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 



1825181 



Database 



UniProt_02 : * 
1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



NO. 


Score 


Match 


Length DB 


ID 


Description 


1 


249 


100 , 


.0 


249 


1 


TN12_HUMAN 


04 3 508 homo sapien 


2 


166 


66, 


.7 


330 


2 


Q8IZK7 


Q8izk7 homo sapien 


3 


124 


49, 


.8 


134 


2 


Q6IPN8 


Q6ipn8 homo sapien 


4 


124 


49, 


. 8 


134 


2 


AAH71837 


Aah7183 7 homo sapi 


5 


32 


12 , 


. 9 


249 


1 


TN12_MOUSE 


054907 mus musculu 


6 


32 


12 , 


. 9 


410 


2 


Q8BXS2 


Q8bxs2 mus musculu 


7 


27 


10, 


. 8 


249 


2 


Q6J1A8 


Q6jla8 rattus horv 


8 


27 


10 , 


. 8 


249 


2 


AAT35582 


Aat35582 rattus no 


9 


12 


4 , 


. 8 


438 


2 


Q7WB7 


Q7wb7 bordetella 


10 


12 


4 , 


.8 


470 


2 


Q7W7F2 


Q7w7f2 bordetella 


11 


10 


4 , 


.0 


61 


2 


Q6NDU2 


Q6ndu2 rhodop s eudo 


12 


10 


4 , 


.0 


61 


2 


CAE25456 


Cae25456 rhodopseu 


13 


10 


4 , 


.0 


111 


1 


YFBW_ECOLI 


Q47377 escherichia 


14 


10 


4 , 


.0 


111 


2 


Q7UC61 


Q7uc61 shigella fl 


15 


10 


4 , 


.0 


111 


2 


Q8FFL8 


Q8ffl8 escherichia 


16 


10 


4 , 


.0 


111 


2 


Q8X4J8 


Q8x4j8 escherichia 



17 


9 


3 


. 6 


142 


2 


Q98IJ0 


Q98i j 0 rhizobium 1 


18 


9 


3 


. 6 


414 


2 


Q6TNW7 


Q6tnw7 pavlova gyr 


19 


9 


3 


. 6 


414 


2 


AAR30310 


Aar3 0310 pavlova g 


20 


9 


3 


. 6 


422 


2 


Q6TNW5 


Q6 tnw5 heterosigma 


21 


9 


3 


. 6 


422 


2 


Q6TNW6 


Q6tnw6 pavlova lut 


22 


9 


3 


. 6 


422 


2 


Q6TNY6 


Q6tny6 cyanidiutn s 


23 


9 


3 


. 6 


422 


2 


AAR30291 


Aar3 02 91 cyanidium 


24 


9 


3 


. 6 


422 


2 


AAR30311 


Aar3 0311 pavlova 1 


25 


9 


3 - 


. 6 


422 


2 


AAR30312 


Aar3 0312 heterosig 


26 


9 


3 . 


. 6 


733 


1 


PSAB ODOSI 


P49480 odontella s 


27 


9 


3 . 


. 6 


734 


1 


PSAB CYACA 


Q9tlq6 cyanidium c 


28 


9 


3 . 


. 6 


749 


2 


Q7V511 


Q7v511 prochloroco 


29 


9 


3 , 


. 6 


766 


2 


Q8PPZ8 


Q8ppz8 xanthomonas 


30 


9 


3 . 


. 6 


1208 


2 


Q7ULK4 


Q7ulk4 rhodopirell 


31 


8 


3 . 


. 2 


58 


1 


HSP1 CHRPI 


07lzb2 chrvsemvs td 


32 


8 


3 , 


. 2 


72 


2 


Q7Q4R0 


Q7q4r0 anopheles g 


33 


8 


3 . 


. 2 


112 


2 


Q7NN4 8 


Q7nn4 8 gloeobacter 


34 


8 


3 , 


. 2 


123 


2 


Q7PM76 


Q7prn7 6 anopheles g 


35 


8 


3 . 


. 2 


143 


2 


Q9HST7 


Q9hst7 halobacteri 


36 


8 


3 . 


. 2 


151 


2 


Q9SDI1 


Q9sdil oryza sativ 


37 


8 


3 . 


. 2 


154 


2 


Q848K4 


Q84 8k4 uncultured 


38 


8 


3 , 


. 2 


179 


1 


ADHS GLUOX 


005544 gluconobact 


39 


8 


3 , 


.2 


190 


2 


Q8DZK5 


Q8dzk5 streptococc 


40 


8 


3 , 


.2 


190 


2 


Q8E569 


Q8e569 streptococc 


41 


8 


3 . 


.2 


193 


2 


Q8L4K2 


Q814k2 oryza sativ 


42 


8 


3 , 


.2 


211 


2 


Q9W70 


Q9w7 0 drosophila 


43 


8 


3 . 


.2 


211 


2 


Q8SXH4 


Q8sxh4 drosophila 


44 


8 


3 , 


.2 


220 


1 


Y3 04_BRUME 


Q8yd73 brucella me 


45 


8 


3 , 


.2 


220 


1 


Y3J1_BRUSU 


Q8fv59 brucella su 



GenCore version 
Copyright (c) 1993 - 2004 



5.1.6 

Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: 



December 21, 2004, 13:32:14 ; Search time 56.7342 Seconds 

(without alignments) 
1574.423 Million cell updates/sec 



Title: 

Perfect score : 
Sequence : 



US- 09-245 -198A-4_COPY_3 6_2 84 
1268 

1 MAARRSQRRRGRRGEPGTAL PWAHLKAAPFLTYFGLFQVH 24 9 



Scoring table : 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



2002273 seqs, 358729299 residues 



Total number of hits satisfying chosen parameters: 2002273 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : A_Geneseq_23Sep04 : * 

1 : geneseqpl980s : * 

2 : geneseqpl990s : * 

3 : geneseqp2000s : * 

4 : geneseqp2001s : * 

5 : geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8 : geneseqp2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1268 


100 


. 0 


249 


2 


AAY09369 


Aay093 69 


Human 


turn 


2 


1268 


100 


. 0 


249 


3 


AAY95338 


Aay95338 


Human 


PRO 


3 


1268 


100 


. 0 


249 


3 


AAB07526 


Aab07526 


Amino 


aci 


4 


1268 


100 


.0 


249 


5 


AAU86129 


Aau8612 9 


Human 


PRO 


5 


1268 


100 


.0 


249 


6 


ABR42315 


Abr42315 


Human 


TWE 


6 


1268 


100 


.0 


249 


7 


ADC35206 


Adc35206 


Human 


TNF 


7 


1268 


100 


. 0 


249 


7 


ABW02278 


Abw02278 


Human 


TWE 


8 


1268 


100 


. 0 


249 


7 


ADJ37285 


Adj37285 


Human 


turn 


9 


1268 


100 


.0 


249 


8 


ADG68209 


Adg6 82 09 


Human 


PRO 



i o 




1 o o 

X U V . 


> u 


9 PA 


z 


ZIZIWA 7 R9 
nrlW*t / 3Z3 


Asuj4 7 R 9 R 

r-LclW^ /3Z3 


li'^J 1 1 i\J o ct LJ X 




1 96R 


QQ 

^ 3^ < 


p 


94 Q 

Z *± _7 


2 


AAW9 Q74 R 


Aaw9 Q74 R 


TTJir r*<=> 1 af 

XCXAL> 


12 


1265 


99 


. 8 


94. Q 

z *± J 


4 


AAPOOft 91 


Aapf) 0 ft Q1 


Uiiman TDT7 




1 1 

X X 3 -J 


ft 9 


r 

• 3 


94. 9 
z *± j 


7 


ADPQ771 9 

rAX>V_ _7 / / XZ 


AdrQ771 9 


Mi iri np PT. 


1 4. 


1 066 

X \J O D 


ft 4 


"i 

> X 


97*} 
z / 3 


A 


AATT0T4 


Aau054 99 




1 R 
X J 


1 069 


ft 

O 3 . 


p 
■ o 


9 0ft 


o 
z 


AAWQ*} RQO 


Aaw91R90 

ft» W ^ 3 3 J U 


Uiiman TT^TR 


1 6 

X O 


1 09 0 


ft 0 


A 
> *± 


99 R 

Z Z 3 


9 
z 


AAW47R94 

rtrtlM(*± / 3Z1 


Aaw47 R94 


Miiq mnQfii 

11 L4. 0 ILtLLO^Li, 


1 7 

X / 


1 09 0 

X U Z VJ 


AO 


4 


99 R 

Z Z 3 


J 


AA'R07 r: i97 

nnD U / 3 Z / 


Aab07R97 

n.CLJ3 U / 3 Z / 


Am i nn ar - ! 


1 ft 

X o 


Q6ft 


76 


> 3 


91 1 

Z X X 


O 

z 


A AWQ *} R Q 1 

rirlrV .7 3 3 -7 X 


Aaw9*}R91 

rtdW^ 3 3 J X 


Moi 1QP TWR 


1 Q 

X -7 


7 Q9 

/ -7Z 


69 

D Z . 


C 

> 3 


1 RQ 


o 
z 


A AW9 Q74 6 

■rvriW Z -7 / ft D 


A -a W 9 Q74 6 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2 004 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



December 21, 2004, 16:11:02 ; Search time 15.7595 Seconds 

( wi thout al ignment s ) 
1520.225 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 



US- 09-245 -198A-4_COPY_3 6_2 84 
1268 

1 MAARR S QRRRGRRGE PGT AL 



. PWAHLKAAPFLTYFGLFQVH 24 9 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



283416 



Database 



PIRJ79:* 
pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 
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Match 


Length 


DB 


ID 
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Description 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2 004 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



December 21, 2004, 15:00:12 ; Search time 61.9873 Seconds 

(without alignments) 
2311.251 Million cell updates/sec 

US-09-245-198A-4_COPY_3 6_284 
1268 

1 MAARRS QRRRGRRGE PGTAL PWAHLKAAPFLTYFGLFQVH 24 9 

BL0SUM62 

Gapop 10.0 , Gapext 0.5 



1825181 seqs, 575374646 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



1825181 



Database 



UniProt_02:* 
1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length DB 


ID 


Description 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



December 21, 2004, 18:47:38 



; Search time 44 90.4 Seconds 
(without alignments) 
2622.288 Million cell updates/sec 



Title: 

Perfect score 
Sequence : 



US-09-245-198A-4_COPY_36_284 
249 

1 MAARRS QRRRGRRGE PGTAL 



PWAHLKAAPFLTYFGLFQVH 249 



Scoring table 



OLIGO 



Xgapop 60.0 
Ygapop 60.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 60.0 
Ygapext 60.0 
Fgapext 7 . 0 
Delext 7.0 



Searched: 



4526729 seqs, 23644849745 residues 



Word size: 



1 



Total number of hits satisfying chosen parameters: 



9045947 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Command line parameters: 
-MODEL-f rame+j>2n. model -DEV=xlh 

Q=/cgn2_l/USPTO_spool/US09245198/runat_20122004_162224_10205/app_query. fasta_l .7 
82 

-DB=GenEmbl -QFMT-f astap -SUFFIX=olip2n . rge -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=oligo - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_S CORE = quality -THR_MIN-1 -ALIGN=15 - MODE = LOCAL -OUTFMT=pto 
-NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 

-USER=US09245198_@CGN_l_l_42 3 6_@runat_2 0122 004_162224_102 05 -NCPU=6 -ICPU=3 
-NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=60 -XGAPEXT=60 -FGAPOP=6 
-FGAPEXT=7 -YGAPOP=60 -YGAPEXT=60 -DEL0P=6 -DELEXT=7 

Database : GenEmbl : * 



1: 
2: 

3 : 

4 : 
5: 
6: 
7 : 
8: 
9: 
10 



gb_ba : * 
gb_htg : * 
gb_in : * 
gb_om : * 
gb_ov : * 
gb_pat : * 
gbjph : * 
gbjpl : * 
gb _pr : * 
gb_ro : * 



11 

12 
13 
14 



gb_sts : * 
gb_sy : * 
gb_un : * 
gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 
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.DLU X 27 U *t / 


DPni QnA7 Unmn a ■a t-\ -i 

DV-ux27U*t / iiomo Sd.pl 


Q 


13 


84 




7 


O u ^ O O 


q 


AP01 6ft 76 


ZiPOl Q "V £T Unmn eani 
KtUlOO /O XlOulO odpi 




1 4 


R4 


J o . 


•7 


91 R4 ft 


*> 
z 


API 9747fi 
X Z / *t / U 


2iP1 OlAICi 'Dan t->-nn-1 

AL1Z /4 /u Iran LlOgl 




1 R 
J. O 


fift 


9 7 
z / . 


J 


/ D X 


1 1 

X X 


DV1DOOZ / 


Dvlbooz / liMrorXz z 




1 

J- O 


9 
J Z 


1 9 
x z . 


Q 
-7 


1 1 6ft 
X X o o 


D 


RTl C\ £ 9 7 R n 
D JJ UOZ / O / 


DPl H CO T C n 7\ F 1 1 mnv -r^ 

13JJUDZ lOI A CUTTlOx li 




1 7 


9 
j z 


1 9 
xz . 


q 

27 


1 9 7 q 

XZ O 27 


1 n 
x u 


AT?n**ni nri 

U jUIUU 


ArUJUlUU MUS rrlUSCU 




1 ft 


9 
j z 


1 9 

XZ . 


Q 

27 


1 c; 7 6 


1 n 
x u 


Dpn 7 q 1 H 7 


dLU / 27±U / Ka.Ut.US no 




1 9 
X ^ 


9 


1 9 

X £a * 


Q 
-7 




z 


API 7 6 1 q R 


AtlJ 0 X 27 D KaLCUS nO 




2 0 


32 


12 . 


9 


X*± ^ / J D 


0 


API 9 69^9 


API 9C9*aq T?o 1 -i e pah 
XZDZj27 rcllS CaC 




9 1 

^ X 


^ 9 
o z 


1 9 


q 
27 


16^716 
X D O J X O 


0 
z 


aPI 1 qi 1 tr 

X X 27 X X 3 


AP1 1 Q1 1 C Da4-4-iio *-in 

ALiiyiio Kattiis no 






^ 9 
o z 


1 9 
xz . 


q 
27 


1 ft 0 9 9 9 
x 0 u z z z 


z 




API 1 C\ 1 QO Otto c«nvn-F 

ALuuiyz bus scroi 


c 


9 1 
Z j 


1 9 
j Z 


1 9 
X Z . 


q 

27 


Z U J U O O 


z 




AL-Uoy4i3 27 mus muscu 




24 


32 


12 . 


9 


223877 


2 


AC098923 


AC098923 Rattus no 


c 


25 


32 


12 . 


9 


225077 


2 


AC136563 


AC136563 Rattus no 


c 


26 


32 


12. 


9 


234182 


10 


AL603707 


AL603707 Mouse DNA 


c 


27 


32 


12. 


9 


234801 


2 


AC118309 


AC118309 Rattus no 




28 


31 


12 . 


4 


176258 


2 


AC126925 


AC12 6 92 5 Canis fam 




29 


27 


10 . 


8 


750 


10 


AY607588 


AY607588 Rattus no 




30 


26 


10 . 


4 


201 


11 


BV202888 


BV202888 sqnm21025 




31 


19 


7 . 


6 


148555 


2 


AC126921 


AC126921 Bos tauru 




32 


17 


6. 


8 


212093 


2 


AC126237 


AC126237 Canis fam 




33 


16 


6. 


4 


50 


6 


AX201395 


AX201395 Sequence 




34 


16 


6. 


4 


50 


6 


BD090954 


BD090954 Apo-3 lig 




35 


12 


4 . 


8 


346274 


1 


BX640443 


BX640443 Bordetell 




36 


12 


4 . 


8 


348014 


1 


BX640430 


BX640430 Bordetell 


c 


37 


12 


4. 


8 


349672 


1 


BX640419 


BX640419 Bordetell 




38 


11 


4 . 


4 


1272 


1 


AB075553 


AB075553 Gordonia 




39 


11 


4 . 


4 


1272 


1 


AB075555 


AB075555 Gordonia 




40 


10 


4 . 


0 


219 


5 


GGC062 


X59899 G.gallus CO 




41 


10 


4 . 


0 


365 


11 


BV030078 


BV030078 S212P6009 


c 


42 


10 


4 . 


0 


531 


8 


AF123564 


AF123564 Helianthu 


c 


43 


10 


4 . 


0 


2085 


8 


AF123558 


AF123558 Helianthu 



44 10 4.0 9966 1 AE015249 

45 10 4.0 13606 1 AE005458. 



AE015249 Shigella 
AE005458 Escherich 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus j>2n model 

Run on: December 21, 2004, 17:01:58 / Search time 500.627 Seconds 

(without alignments) 
2610.940 Million cell updates/sec 



Title : 



US-09-245-198A-4 COPY 36 284 



Perfect score: 249 



Sequence : 



1 MAARRS QRRRGRRGE PGTAL PWAHLKAAPFLTYFGLFQVH 24 9 



Scoring table: OLIGO 

Xgapop 60.0 , Xgapext 60.0 

Ygapop 60.0 , Ygapext 60.0 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 

Searched: 4134886 seqs, 2624710521 residues 

Word size: 1 



Total number of hits satisfying chosen parameters: 8266295 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 



Command line parameters: 

- MODEL = f r ame +_p 2 n . model -DEV=xlh 

Q=/cgn2_l/USPTO_spool/US09245198/runat_20122004_162224_10195/app_query. fasta_l . 7 
82 

-DB=N_Geneseq_23Sep04 -QFMT=fastap -SUFFIX=olip2n . rng -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=oligo - TRANS =human4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=quality -THR_MIN=1 -ALIGN=15 - MODE = LOCAL 
-OUTFMT=pto -N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 
-USER=US09245198_@CGN_l_l_5 86_@runat_2 0122 004_162224_10195 -NCPU=6 -ICPU=3 
-N0_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 - WARN_T I MEOUT =30 - THREADS =1 -XGAPOP=60 -XGAPEXT=60 - FGAPOP =6 
-FGAPEXT =7 -YGAPOP=60 -YGAPEXT=60 -DELOP=6 -DELEXT=7 



Database : N_Geneseq_23Sep04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9 : geneseqn2003bs : * 

10 : geneseqn2003cs : * 

11 : geneseqn2003ds : * 



12: geneseqn2004s : * 



Pred. No. is the number of results predicted by chance to' have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





No . 


Score 


Match Length DB 


ID 


D^scrint ion 

J_s ^ O V— ' _U JL L-/ L Wll 




1 


24 9 


100. 


. 0 


1306 


8 


ACC5 7 901 


Ac c 5 7 9 0 1 Human TWE 




o 
z 


94 9 

Z *± j7 


100. 


.0 


1306 


10 




AHr^R9flR Unman rDM 




J 


94 9 

z *± J 


100. 




1306 


10 


AADfi^ 91 4 

ririU D -J J X ^ 


Aadfi*^914 Human TWF 




A 
*± 


94 9 


100. 


. 0 


1306 


10 


APPR7 R R 7 


J\rr^7RR7 Pnl vnnrl p 




5 


24 9 


100. 


. 0 


1353 


3 


AAA4 9717 


Aaa49717 T-Tiimau PRO 






24 9 


100. 


. 0 


1353 


6 


ARK4 09 


Ahk - 409 c i c ^ rDTJA pnrn 




7 


249 


100. 


. 0 


1353 


10 


ADJ37284 


Ad j 3 72 84 Human t um 




3 


249 


100. 


. 0 


1353 


12 


ADG68208 


Ada 6 82 0 8 Human PRO 




9 


249 


100. 


. 0 


1364 


6 


ABK34 881 


Ahk34 881 Human cDN 




10 


249 


100. 


,0 


1373 


2 


AAV1860 0 


Aavl8 60 0 Homo sar>i 




11 


94 9 

Z *± J 


100. 


. 0 


1421 


2 


AAX^fiOOO 


nCtA J D U v U 11 LI L I ICL1 1 L.U.LII 




12 


241 


96. 


.8 


1236 


2 


AAV4 7fi1 


Aav47fi1 ^ TNT? rplah 




xo 


94 1 
Z ft X 


96. 


.8 


1236 


4 




SaHHAI^n Unman TPT7 




1 A 


9 m 

•Z U / 


83 . 


. 1 


898 


4 




S 2 o m Q /I I?v'nT"o a c ~i 
naSU j^D'i JjApiCDblU 




X D 


x u / 


43. 


. 0 


1030 


2 


A AY9 "*4 94 


Aav-97494 Unman TMP 




1 £ 
J. o 


4 £ 


18 , 


.5 


701 


2 


A AV9 "^4 9 R 


AaAZ jri^ j nOUSc UN it 




X / 


^ 9 
J z 


12 . 


.9 


1168 


2 


A AVI ft c; Q Q 


Aavl OCQQ Mn G mi 1 cph 




X O 


^ 9 


12 . 


.9 


1239 


10 


ADC97 71 ^ 


Adr9771^ Murine FIj 

n\JLl^ Z> 1 1 1 J 11 LI J_ ±11C 1/ J— 1 




1 9 


1 9 

X -7 


7. 


.6 


408 


8 


AP.X^7 0*}9 






9 n 
z u 


X D 


6. 


.4 


50 


2 


rulAj D v v Z 


naAjQUU^ 11 LILltClll L.LLIII 




2 1 


16 


6. 


.4 


50 


3 


AAA4 97 3 2 


Aaa497^9 Human PPO 




22 


16 


6. 


.4 


50 


6 


ARK4 02 92 


Ahk40999 Ol "i cronur 1 ! 




z o 


X D 


6. 


,4 


50 


10 




nUJ J / J J _) J. Li 1 1 LI J- L-Il 




Z ft 


X 0 


6. 


.4 


50 


12 


Anp^r p o 7 Q 
AJJoD 0 Z / j 


B/^rrC Q O T Q Unman DDA 
M.Cly 0 0 Z / nUuiall irrCvJ 




Z o 


X \J 


4 . 


.0 


669 


8 


APA 1 Q 1 7 O 
ALnl 7 X / Z 


Apal Q1 77 "D>*^ , \l/"a v^/At" 
ACaiyi / Z rlOKaiyOL 


c 


Z o 


Q 


3 . 


.6 


285 


4 


a a 7 £ q m 


Sal/'TCQm Unman n mm 


c 


O 7 
Z / 


Q 


3 . 


.6 


351 


6 


MJ5Liy XZ / O 


A."K1 QT 07C r^H 1 smu^i a 




9 ft 
z o 


Q 
-7 


3 . 


.6 


402 


6 


ART. 7 99 R 9 


rlXJX / 27Z317 11 Li. 1 ltd 11 UVa 




9 9 

Z -7 


9 


3 , 


.6 


417 


11 


A"RD0 ^ 7 74 


AHH0R774 DcphH nmnn 


c 


30 


9 


3 . 


,6 


430 


8 


ABZ53879 


Abz53879 Aspergill 




31 


9 


3 . 


.6 


434 


6 


AB208449 


Abz08449 Human leu 


c 


32 


9 


3 . 


.6 


501 


10 


ADE60390 


Ade603 90 Rat gene 


c 


33 


9 


3 . 


.6 


501 


10 


ADD45 854 


Add45 854 Rat gene 


c 


34 


9 


3 . 


.6 


559 


9 


ACH15200 


Achl5200 Human adu 


c 


35 


9 


3 . 


.6 


632 


4 


AAH07223 


Aah0722 3 Human cDN 




36 


9 


3 . 


.6 


662 


6 


ABQ44648 


Abq44 64 8 Oligonucl 


c 


37 


9 


3 . 


.6 


662 


6 


ABQ44649 


Abq44 64 9 Oligonucl 


c 


38 


9 


3 . 


.6 


707 


3 


AAF12754 


Aafl2754 Aspergill 


c 


39 


9 


3 . 


.6 


720 


11 


ABD05675 


Abd05675 Pseudomon 


c 


40 


9 


3 . 


.6 


765 


11 


ADJ12066 


Adjl2 066 Maize cDN 


c 


41 


9 


3 . 


.6 


935 


12 


ADH45496 


Adh454 96 Human mol 




42 


9 


3 , 


.6 


973 


12 


ADI42516 


Adi42516 Plant tra 


c 


43 


9 


3 . 


.6 


1080 


5 


AAF99987 


Aaf99987 Corynebac 


c 


44 


9 


3 . 


,6 


1080 


5 


AAH66706 


Aah66706 C glutami 


c 


45 


9 


3 . 


,6 


1083 


4 


AAF25333 


Aaf25333 Coding re 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - nucleic search, using f rame _jplus_p2n model 

Run on: December 21, 2004, 21:10:13 ; Search time 3327.35 Seconds 

(without alignments) 
2726.939 Million cell updates/sec 

Title: US-09-245-198A-4_COPY_36_284 
Perfect score : 249 

Sequence: 1 MAARRSQRRRGRRGEPGTAL PWAHLKAAPFLTYFGLFQVH 24 9 



Scoring table : OLIGO 

Xgapop 60.0 , Xgapext 60.0 

Ygapop 60.0 , Ygapext 60.0 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7 . 0 



Searched: 32822875 seqs, 18219865908 residues 

Word size: 1 



Total number of hits satisfying chosen parameters: 65644297 

i 

Minimum DB seq length: 0 > 
Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Command line parameters: 

- MODEL = f rame +_p 2 n . mode 1 -DEV=xlh 

Q=/cgn2_l/USPTO_spool/US09245198/runat_20122004_162224_10214/app_query . f asta_l. 7 
82 

-DB=EST -QFMT=fastap -SUFFIX=olip2n . rst -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=oligo - TRANS = human 4 0 . cdi -LIST=45 
-DOCALIGN=2 00 -THR_SCORE=quality -THR_MIN=1 -ALIGN=15 - MODE = LOCAL -OUTFMT=ptO 
-NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 000000000 

-USER=US0 9245198_@CGN_l_l_43 85_@runat_2 0122 004_162224_10214 -NCPU=6 -ICPU=3 
-N0_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 - WARN_T IMEOUT =30 - THREADS =1 -XGAPOP=60 -XGAPEXT=60 -FGAP0P=6 
-FGAPEXT=7 -YGAPOP=60 -YGAPEXT=60 -DELOP=6 -DELEXT=7 



Database : EST:* 



1 


gb_estl 


: * 


2 


gb_est2 


: * 


3 


gb_htc : 


* 


4 


gb_est3 


: * 


5 


gb_est4 


: * 


6 


gb_est5 


: * 


7 


gb_est6 


: * 


8 


gb_gssl 


: * 


9 


gb_gss2 


: * 



Pred. 



No. is the number of results predicted by chance to have a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 



fo. 


Score 


Match Length 


DB 


ID 


Description 


1 


188 


75 


.5 


777 


4 


BI819200 


BI819200 


603034614 


2 


183 


73 


.5 


666 


6 


CF126539 


CF126539 


UI-HF-ET0 


3 


181 


72 


.7 


545 


6 


CB141389 


CB141389 


K-EST0194 


4 


172 


69 


.1 


567 


6 


CA396679 


CA396679 


cs80h07 .y 


5 


169 


67 


.9 


728 


4 


BI870393 


BI870393 


603395641 


6 


169 


67 


. 9 


731 


4 


BI871711 


BI871711 


603395825 


7 


166 


66 


.7 


697 


6 


CF126932 


CF126932 


UI-HF-ET0 


8 


152 


61 


.0 


834 


4 


BI766766 


BI766766 


603056866 


9 


148 


59 


.4 


963 


5 


BQ671259 


BQ671259 


AGENCOURT 


10 


147 


59 


.0 


1071 


4 


BM921213 


BM921213 


AGENCOURT 


11 


145 


58 


.2 


940 


5 


BQ884231 


BQ884231 


AGENCOURT 


12 


126 


50 


.6 


948 


5 


BQ707185 


BQ707185 


AGENCOURT 


13 


119 


47 


.8 


824 


6 


CB998034 


CB998034 


AGENCOURT 


14 


119 


47 


. 8 


828 


4 


BI596681 


BI596681 


603243254 


15 


116 


46 


.6 


951 


5 


BQ674188 


BQ674188 


AGENCOURT 


16 


96 


38 


.6 


298 


4 


BM688 94 6 


BM688946 


UI-E-CQ1- 


17 


84 


33 


.7 


776 


5 


BX090012 


BX090012 


BX090012 


18 


72 


28 


.9 


698 


4 


BI906850 


BI906850 


603064633 


19 


70 


28 


. 1 


894 


4 


BI908274 


BI908274 


603068526 


20 


63 


25 


.3 


456 


4 


BI966255 


BI966255 


ie72g04 .y 


2 1 


60 


24 


. 1 


785 


4 


BI762908 


BI762908 


603047966 


22 


59 


23 


.7 


587 


4 


BG686319 


BG686319 


602638232 


23 


54 


21 


.7 


345 


7 


R55379 


R55379 yj77a08 . rl 


24 


53 


21 


.3 


1064 


7 


CF994566 


CF994566 


AGENCOURT 


25 


53 


21 


.3 


1319 


7 


CF594233 


CF594233 


AGENCOURT 


26 


47 


18 


.9 


910 


4 


BG110063 


BG110063 


602279667 


27 


40 


16 


. 1 


465 


1 


AI091441 


AI091441 


ow62g05 .x 


28 


38 


15 


.3 


538 


2 


BF821434 


BF821434 


MR1-RT003 


2 9 


36 


14 


.5 


531 


4 


BI824443 


BI824443 


603038693 


3 0 


33 


13 


.3 


918 


2 


BF577781 


BF577781 


602092080 


3 1 


32 


12 


.9 


315 


2 


BF46652 1 


BF466521 


UI-M-CGOp 


32 


32 


12 


.9 


349 


6 


BY766420 


BY766420 


BY766420 


33 


32 


12 


. 9 


360 


2 


BE654876 


BE654876 


UI-M-BH0- 


34 


32 


12 


. 9 


445 


1 


AA870722 


AA870722 


vq25g07 .r 


35 


32 


12 


.9 


482 


9 


CG653257 


CG653257 


OST418407 


36 


32 


12 


. 9 


487 


2 


AW320117 


AW320117 


unl7b02 .x 


37 


32 


12 


. 9 


493 


2 


BE307031 


BE307031 


601087888 


38 


32 


12 


.9 


494 


9 


CG596702 


CG596702 


OST259234 


39 


32 


12 


.9 


531 


9 


CG590009 


CG590009 


OST242925 


40 


32 


12 


. 9 


533 


2 


BE628951 


BE628951 


uu30c03 .y 


41 


32 


12 


.9 


543 


9 


CG565104 


CG565104 


OST189654 


42 


32 


12 


.9 


554 


9 


CG629394 


CG629394 


OST341515 


43 


32 


12 


.9 


558 


4 


BM484863 


BM484863 


538865 MA 


44 


32 


12 


. 9 


561 


2 


AW763237 


AW763237 


ur70d09 .y 


45 


32 


12 


.9 


620 


7 


CK625052 


CK625052 


mi28el0 .y 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



December 21, 2004, 16:43:23 



; Search time 4489.88 Seconds 
(without alignments) 
2622.595 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09-245-198A-4_COPY_3 6_2 84 
1268 

1 MAARRSQRRRGRRGEPGTAL 



PWAHLKAAPFLTYFGLFQVH 24 9 



Scoring table: 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7 . 0 



Searched: 



4526729 seqs, 23644849745 residues 



Total number of hits satisfying chosen parameters: 



9053458 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters : 
-MODEL=f rame+_p2n. model -DEV=xlh 

Q=/cgn2_l/USPTO_spool/US09245198/runat_20122004_162203_9562/app_query.fasta_1.78 
2 

-DB=GenEmbl -QFMT=fastap -SUFFIX=p2n . rge -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits - START- 1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL 
-OUTFMT=pto -NORM=ext -HEAPSIZE=5 00 -MINLEN=0 -MAXLEN=2000000000 
- US ER=US 0924519 8_@CGN_1_1_4 2 3 6_@runa t_2 0122 00 4_1 62203 _9 562 - NCPU= 6 - 1 CPU= 3 
-NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAP0P=6 
-FGAPEXT =7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT =7 

Database : GenEmbl : * 



1: 

2 : 

3 : 

4 : 

5 : 

6 : 

7 : 

8 : 
9: 
10 



gb_ba : * 
gb_htg : * 
gb_in : * 
gb_om : * 
gb_ov : * 
gb _j?at : * 
gb_ph : * 
gb_pl : * 
gb_ pr : * 
gb_ro : * 



11: gb_StS:* 
12 : gb_sy : * 
13: gb_un:* 
14 : gb_vi : * 

Pred. No. is the number of .results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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44 116 9.1 1656 3 AB073865 

45 116 9.1 2101 3 AF149799 



AB073865 Drosophil 
AF149799 Drosophil 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 

Run on: December 21, 2004, 16:40:38 ; Search time 501.152 Seconds 

(without alignments) 
2608.203 Million cell updates/sec 

Title : US-09-245-198A-4__COPY_36_284 
Perfect score: 1268 

Sequence: 1 MAARRS QRRRGRRGE PGTAL PWAHLKAAPFLTYFGLFQVH 24 9 



Scoring table: BLOSUM62 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 



Searched : 



4134886 seqs, 2624710521 residues 



Total number of hits satisfying chosen parameters: 



8269772 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- MODEL= f r ame + j>2 n . model -DEV=xlh 

Q=/cgn2_l/USPTO_spool/US09245198/runat_2 0122 004_1622 03_9545/app_query . fasta_l 
2 

-DB=N_Geneseq_23Sep04 -QFMT=fastap -SUFFIX=p2n . rng -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS = human 4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 
- MOD E= LOCAL -OUTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 
-USER=US09245198_@CGN_l_l_5 86_@runat_2 0122 004_1622 03_9545 -NCPU=6 -ICPU=3 
-NO_MMAP - LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=10 0 -LONGLOG 

-DEV_TIMEOUT=12 0 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAP0P= 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



Database : N_Geneseq_23Sep04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3: geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9 : geneseqn2003bs : * 
10 : geneseqn2003cs : * 
11 : geneseqn2003ds : * 



12 : geneseqn2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - nucleic search, using f rame_ plus_p2n model 



Run on: 



December 21, 2004, 16:42:43 



; Search time 3327.88 Seconds 
(without alignments) 
2726.509 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09-245-198A-4_COPY_3 6_284 
1268 

1 MAARRS QRRRGRRGE PGTAL 



PWAHLKAAPFLTYFGLFQVH 24 9 



Scoring table: 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



32822875 seqs, 18219865908 residues 



Total number of hits satisfying chosen parameters: 



65645750 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters : 
-MODEL=frame+_p2n. model -DEV=xlh 

Q=/cgn2_l/USPTO_spool/US09245198/runat_20122004_162203_9569/app_query. fasta_l. 78 
2 

-DB=EST -QFMT=fastap -SUFFIX=p2n . rst -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS = human 4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MOD E= LOCAL 
-0UTFMT=pto -N0RM=ext -HEAPSIZE=5 00 -MINLEN=0 -MAXLEN=2000000000 
-USER=:US09245198_@CGN_l_l_43 85_@runat_2 0122 004_1622 03_9569 -NCPU=6 -ICPU=3 
-NO_MMAP - LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=120 - WARN_T I MEOUT= 3 0 - THREADS = 1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP =6 
-FGAPEXT=7 -YGAPOP=10 - YGAPEXT=0 . 5 -DEL0P=6 -DELEXT=7 

Database : EST:* 



1 
2 
3 
4 
5 
6 
7 
8 
9 



gb_estl : * 
gb_est2 : * 
gb_htc : * 
gb_est3 : * 
gb_est4 : * 
gb_est5 : * 
gb_est6 : * 
gb_gssl : * 
gb_gss2 : * 



Pred. No. is the number of results predicted by chance to have a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



X 


1 Dfl7 5 


ft 5 


o 

> o 


7 1 
/ox 


A 
ft 


DTQ 71711 


■RTR71 711 


603395825 


9 
Z 


1UDU . 3 




, o 


79 ft 
/ z o 


A 
ft 


dig / \j o y o 


oxo i \j j y j 


fiO^ 95fi4 1 


~\ 
J 




ft 1 

O X . 


A 
. ft 


Q7 
o y / 


D 




PF1 9 fiQ^9 




A 
ft 


Q7 Q 


77 


9 
■ z 


7 77 

ill 


A 
ft 


T3 t ft i Q9 n n 


RTQ1 Q9 on 

DIO 1 w v 


fin? n^4fii 4 


C 
D 


Q7 £ 


77 

/ / . 




/ U 


7 
/ 


v».vjo o j y y u 






O 


y b y 


7£ 
/ D . 


A 
. ft 


£ £ £ 
ODD 


O 






u x nr Hi x w 


7 
/ 


Q£9 


7 


Q 

. y 


ft O A 
O J ft 


A 
ft 


Dl / DO / DO 


Di / D D / DO 


cno 05fiflfifi 

OU JU JQOQQ 


Q 

O 


QA 1 

y4 x 


7 A 


9 

. z 


O ft D 


D 


PT51 A 1 7 ft Q 
Xft 1j o y 


PR1 A 1 7 ft Q 

Xft X J O -7 


V-ponnrii qa 


Q 

y 




7 


q 
. y 


9 9 7 7 

Z Z J / 




7\XT n A A 7 ft 7 
.rt.i\.u ft ft j o / 


nIVU ft ft j O / 


1*1 U. O 1 1 1 u. O ^ Li 


x u 




7 1 


o 

, o 


7 £ n 


7 

/ 


not; 7 9 o m 

^\JD / Z O O X 


Pnc; 79 o q i 




i i 
j. x 


4 

-7 J ft 


7 "3 


7 


ft 9 R 
o z o 


A 
ft 






fin? 94 ? 9 54 


1 9 

X z 


J7 i J 


70 
/ Z . 


. u 


Q 1 ft 
y x o 


9 
Z 


R 7 7 7 ft 1 

r o I i /ox 


RT?R 7 7 7 ft 1 
or j / / / ox 


fi n 9 n Q9 n ft n 

OUZVJ.7ZUOVJ 


1 

X J 


q n q c; 


7 1 

/ X i 


7 

1 / 


Q A ft 

-7 ft O 


c 
_) 


■R07 C\ 7 1 ft R 
o\i / U / X O j 


T507 07 1 ft R 




1 A 
X ft 


y uft 


7 1 

/ X , 


> j 


Q A ft 
«7 ft U 


c 


"RPlft fl A 9 7 1 


RHP ft A 9 7 1 


A PFTnTPOT TP T 


X D 




7 1 

/ X i 




one 

OUj 


7 


LUj -7 O D Z X 


V—Vw' j y j\j ^ x 


APPTnTPOTTPT 

nOulM v.v \J xv X 


X O 


O y y . D 


7 n 


Q 


£9 n 

D Z U 


7 

/ 


l~IvO z o u o z 


PKfi9 R nR9 


mi 9Rp1 n v 
iux ^ociu • y 


1 7 


ft 7 Q 
O / y 


b y , 


. -5 


c; £ 7 
3D / 


b 


^-i\o y b b / 


V^M.O «7 O O / -7 


Lbou ii u / . y 


1 Q 
1 O 


Q A 9 
fc>4 Z 


b b . 


. fl 


7 A Q 
/f± O 


•7 


r"*TvT9 7 A 7 Q 1 
L.1NZ / U / O X 


PT\T9 7 A 7 ft 1 
V-1N Z / U /OX 


X / UUUD 5 33 




O ZD 


b d 


. X 


C C1 

3bl 


9 
Z 


AW / b j z j / 


aw7 cion 
aw / b o z j / 


ur / uuu y . y 


Z U 




c a 
b4 , 


. Z 


"7 *"7 /I 

/ /4 


<7 


LUb / 4z u y 


PAC 7 A 9 n Q 

luj / 4 z u y 


A r* T? TJ P r»T TP T 


Z 1 


buy 


C 9 
DO . 


o 
. o 






byb / xz d y 


uyo / xz d y 


A r* t? vr P r» T TD T 1 


9 9 
z z 


/DO 


b U . 


-J 
. J 


T n 7 T 
1U / I 


4 


xSMyz xz ij 


DMQ 9 1 9 1 "3 

isi v iy z xz x j 


A r» T? TJ P P T TO T 1 


9 1 
Z J 




d y . 


/I 
. ft 


QC1 


c 


priC7 A T ft ft 

b / ft x o o 


R0^7 A 1 ft ft 

ijyo /*t loo 


n. \J Et IM ^ \J \J I\. X 


9 4 
Z 4 


7 *3 Q 
/ o O 


c ft 


9 
. Z 


R A 1 
Dft j 


Q 


LuDO D X Uft 


prjece i n a 
LvjDO D XUfi 


AQT1 fl Qfi 54 
UO 1 XO-7DOft 


9 c; 

Z O 


79 1 
/ Z J 


7 


. U 


A ft 9 
ft O Z 


Q 




r*p^ R 9 R7 


PQTA 1 fl A H7 


9 c 
z o 




o b , 


c 
. D 


7 ft R 
/ O D 


4 


dx / bzyuo 


PT7^9 on fl 
d ± / bzyuo 


DVJJVJft / ?OD 


9 7 
z / 


TAT 




Q 


bo D 


b 


"Q V7 A 9 9 Q Q 

rs I / 4ZZOO 


T5V7 A 9 9 Q Q 
DI / 4ZZOO 


T3 V7 A 9 9 ft ft 
13 x / ftZZOO 


9 q 
z o 


7 n 7 


D D < 


Q 

. o 


1U j j 




M.JS.V ZKjyKJy 


Avn 9 n q n q 
/-iivU z u y u y 


I'lub IllUoCU. 


9 Q 

z y 


7 Pi 9 c 
/ U Z . 3 




. ft 


Q 9 A 
O Z ft 


b 


y y o u o 4 


y y o u j ft 


A P T?"NT PPT TP T 


J u 


bol 


O J 




A Q Q 

4 y o 




LuDO^ / 11 


pn C c A 7 1 1 
L-LO D 4 / X X 


aoti c ft ^ m 


31 


652 


51 


. 4 


584 


2 


AW917574 


AW9 17574 


pnm^ /I 0 0*70 


32 


649.5 


51 


.2 


704 


7 


CK357507 


CK357507 


AGENCOURT 


33 


647 


51 


.0 


939 


6 


CB849011 


CB849011 


MRA-0673 


34 


635.5 


50 


.1 


894 


4 


BI908274 


BI908274 


603068526 


35 


624.5 


49, 


.3 


621 


9 


CG584545 


CG584545 


OST230701 


36 


623 .5 


49, 


.2 


1064 


7 


CF994566 


CF994566 


AGENCOURT 


37 


618 .5 


48 , 


.8 


474 


9 


CG609156 


CG609156 


OST290052 


38 


607 


47 , 


.9 


418 


9 


CG611020 


CG611020 


OST295426 


39 


604 


47 


.6 


445 


1 


AA870722 


AA870722 


vq25g07 . r 


40 


601 


47 


.4 


483 


9 


CG646715 


CG646715 


OST393421 


41 


600 


47 


.3 


587 


4 


BG686319 


BG686319 


602638232 


42 


598.5 


47 


.2 


471 


1 


AA221610 


AA221610 


myl8d09 . r 


43 


598 


47 


.2 


892 


6 


CB204861 


CB204861 


AGENCOURT 


44 


597.5 


47 


. 1 


531 


9 


CG590009 


CG590009 


OST242925 


45 


596 


47 


.0 


494 


9 


CG596702 


CG596702 


OST259234 



